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nel 211: 449 
Butyrate 
CETP protein expression hepatocyte 
218: 945 
Butyrobetaine 
hydroxylase gamma chain sequence 
. Pseudomonas 213: 1075 


reactive protein oligosaccharide Lim= 
ulus 214: 99 
reactive protein subunit compn Limu= 
lus 214: 91 
Cab 


gene expression phytochrome bean 
211: 127 


Cadmium 
contg metallothionein I sequence 
Helix 216: 739 
Calbindin 
D28k calcium EF hand 215: 401 
Calcitriol 
osteocalcin formation osteoblast IGF 
218: 883 
Calcium 
activation aminopeptidase specificity 
Streptomyces 212: 107 
ATPase magnesium site sarcoplasmic 
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reticulum 217: 225 

ATPase sensitive insensitive form 
detn 218: 959 

binding ATPase sarcoplasmic reticu= 
lum 211: 117 

binding sialic acid yee confor= 
mation 217: 27 

crystallin beta B2 haw conformation 
213: 313 

EF hand calretinin calbindin D28k 
215: 401 

gelsolin conformation 212: 713 

influx neutrophil compiement C3a 
217: 289 

pyrophosphatase mitochondria Sac= 
charomyces 217: 657 

release channel ATP binding site 
213: 147 


transport creatine kinase ATPase 
coupling 213: 973 
transport Saccharomyces ATPase 
Golgi 216: 573 
troponin conformation muscle con= 
traction 213: 599 
Callistephus 
—— ae cDNA 
217 
Calmodulin 
adenylate cyclase activation domain 
flexibility 217: 581 
interaction inositol trisphosphate 
kinase domain 214: 497 
Calpain 
thrombin platelet aggregation peptide 
inhibitor 214: 233 
Calretinin 
calcium EF hand 215: 401 
cAMP 
API regulation interleukin gene 
213: 243 


dependent protein kinase activity 
Saccharomyces 213: 501 

glucose response gene CSC25 Candida 
213: 195 

iodothyronine deiodinase astrocyte 
TSH 218: 1 

neurosecretion habituation receptor 
adaptation 217: 259 

receptor protein DNA anion Escheric= 
hia 212: 539 

regulatory region gene cytochrome 
P450 214: 521 

retinoate adipocyte malic enzyme 

: 285 


Campylobacter 
lipopolysaccharide 213: 1029 
serotype lipopolysaccharide core 
structure 213: 1017 
serotype lipopolysaccharide core 
structure correction 216: 880 
Canaliculus 
membrane hepatocyte taurocholate 
ee glycoprotein 
214: 539 


Cancer 
breast proliferation protein pS2 TPA 
215: 671 
Candida 
cytochrome P 450 membrane topol 
216: 477 
gene CDC25 homolog cloning Saccha= 
romyces 213: 195 
protein mannosyltransferase peptide 
substrate 215: 845 
Cannabinoid 
receptor expression mRNA human 
leukocyte 214: 173 
P 


RNA formation factor DNA anion 
212: 539 
Capparis 
mabinlin II sequence 211: 281 
Capsule 
antigen Actinobacillus structure teic= 
hoate 214: 209 
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polysaccharide Klebsiella structure 
213: 445 


CAP37 
protein Kunitz trypsin inhibitor 
214: 271 


Carbachol 
stomach secretion prophospholipase 
A2 215: 91 
Carbamoyl 
amino acid hydrolase Comamonas 
212: 685 


Carbamoyltransferase 
ornithine allosteric kinetics glutamate 
mutation 215: 833 
Carbohydrate 
binding lectin Listera leaf 217: 677 
chain interleukin 5 thermostability 
211: 903 
factor X activation 218: 153 
structure oir ow A2 honeybee 
venom 213: 1193 
Carbon 
dioxide fixation hydroxypropionate 
cycle enzyme 215: 633 
fixation cyclic autotrophic pathway 
Chloroflexus 215: 619 
13 glucose incubation glioma 
217: 457 
Carbonic 
anhydrase active site residue function 
211: 821 
anhydrase purifn kinetic characteriza= 
tion pea 218: 439 
anhydrase | Chlamydomonas se> 
quence 214: 9 
anhydride azide complex crystal 
structure 213: 507 
Carbox 
terminal domain thermolysin confor= 
mation 211: 569 
terminal EGF conformation 211: 213 
Carboxykinase 
phosphoenolpyruvate mRNA glucagon 
insulin liver 215: 541 
Carboxylase 
acetyl CoA liver cell swelling 
217: 1083 
biotin dependent functional domain 
215: 687 


ribulose bisphosphatase stoichiometry 
multienzyme chloroplast 
217: 1065 
ribulose bisphosphate processing 
proteinase Chlamydomonas 
217: 1039 
ribulose diphosphate kinetics enzyme 
complex 217: 1075 
Carboxylesterase 
family acyl CoA thioesterase micro> 
some 214: 719 
Carboxypeptidase 
A B binding synergism mechanism 
18: 529 


Carboxytransferase 
subunit glutacony! CoA decarboxylase 
Acidaminococcus 211: 697 
Carboxyvinyltransferase 
UDP acetylglucosamine intermediate 
mechanism 218: 861 
Carcinoma 
daunorubicin resistance plasma mem= 
brane pump 218: 871 
Lewis histone protein HMG14 HMGI 
213: 825 


Cardiac 
fatty acid binding protein placenta 
211: 725 


Cardiolipin 
biosynthesis isoform structure euka= 
ryote 212: 727 
Cardiotoxin 
CTX IIb Naja structure 213: 891 
Caretta 
superoxide dismutase sequence insert 
proteolysis 211: 843 
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Carotene 
binding photosystem II 
212: 297 


Carrier 
ADP ATP permeability mitochondria 
liver 215: 595 
Cartilage 
hyaline annulus fibrosus collagen II 
213: 1297 
tensin chondrocyte embryo 217: 781 
Casein 
kinase phosphorylation site serine 
218: 515 
Catabolite 
repression glucose Saccharomyces 
glycolysis 214: 121 
Catalase 
peroxidase gene cpeA sequence Rho= 
dobacter 214: 251 
reverse micelle AOT isooctane 


Catalytic 
antibody esterase activity 214: 197 
Cataract 
eye lens digitalis like compd 
216: 


Catharanthus 
anthranilate synthase 212: 431 
Cathepsin 
E procathepsin cDNA sequence rab= 
bit 216: 717 
Cation 
anion protein DNA binding model 
218: 469 
dependent conformation G actin 
211: 731 
divalent stoichiometry redox cyto= 
chrome oxidase 213: 1149 
divalent Streptomyces aminopepti= 
dase specificity modulation 
212: 107 
factor IX conformation phospholipid 
212: 339 
site structure function inositol mon= 
ophosphatase 217: 281 
Cattle 
brain phosphoneuroprotein 14 se= 
quence 217: 1057 
sequence coagulation factor X 
218: 153 
CCAM 
_ sequence rat 213: 1109 
CCK 


receptor peripheral review 215: 513 

dc2 

protein kinase lamin phosphorylation 
213: 659 


cDNA 
aldehyde dehydrogenase isoenzyme 
E3 human 218: 311 
amiloride binding protein sequence 
rat 216: 679 
Bombyx antichymotrypsin sequence 
214: 181 


cathepsin E sequence rabbit 
216: 717 
cloning gelatinase B regulation mouse 
: 129 


collagen XIV sequence chicken 
212: 483 


dopamine D2 receptor sequence Xe= 
nopus 213: 1349 

elongation factor isoform human 
sequence 215: 549 

entactin nidogen Halocynthia se= 
quence 213: 11 

ethylene — enzyme sequence 
melon 212: 27 

flavanone hydroxylase Dianthus 
Callistephus Matthiola 217: 745 

galactoside sialyltransferase sequence 
mouse 216: 377 

glutathione S transferase sequence 
Arabidopsis 216: 579 

HES 2 rat sequence 215: 645 
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hirudin Hirudinaria sequence 
214: 295 

hydroxy acid oxidase rat sequence 
214: 

hydroxymethylglutaryl CoA synthase 
sequence cockroach 217: 691 

interleukin | beta pig cloning Escher= 
ichia 217: 45 

laminin sequence mRNA human 
216: 293 

latroinsectotoxin Latrodectus se= 
quence 213: 121 

lectin sequence Pleurodeles oviduct 
213: 901 

lipocortin | expression Escherichia 
211: 347 


lipoxygenase sequence rat brain 
212: 605 


man9 mannosidase sequence kidney 
human 217: 535 

myosin binding protein C sequence 
216: 661 


nitric oxide synthase rat 217: 37 

peptidylarginine deiminase mouse 
sequence 215: 677 

phospholipase A2 sequence guinea 
pig 215: 91 

prealphatrypsin inhibitor H3 precur= 
sor sequence 212: 771 

protein BM 90 mouse sequence 
215: 733 

protein kinase C isoenzyme human 
216: 597 

protein S anticoagulant sequence 
rabbit 217: 857 

proteindisulfide isomerase CaBP2 
sequence rat 213: 789 

rab protein sequence Lymnaea 
217: 241 

sequence acetylcholine receptor hu= 
man 215; 229 

sequence albumin horse 215: 205 

sequence axonin | human 211: 329 

sequence beta amylase soybean 
214: 787 

sequence calretinin chicken 215: 401 

sequence electron transfer flavopro= 
tein human 213: 1003 

sequence insulinlike growth factor I 
218: 205 

sequence perchlorate soluble protein 
rat 212: 665 

sequence peroxidase Coprinus 
213: 605 

sequence presorbitol dehydrogenase 
rat testis 217: 83 

sequence ransom mannose specific 
lectin 217: 123 

sequence squid microtubule protein 
MAPHI 211: 193 

sequence vasopressin V2 receptor 
215: 1 


testican human sequence 214: 347 

TRAP protein subunit sequence rat 
214: 375 

trypsinogen isoenzyme sequence cod 
217: 1091 


CD66 
epitope antigen CGM1 human granu= 


locyte 214: 27 
EBP 


transcription factor glycoprotein 
gene rabbit 216: 127 


Cell 


adenosylmethionine decarboxylase 
regulation polyamine 214: 671 

adhesion axonin homophilic interac= 
tion 215: 133 


adhesion mol isoform liver 213: 1109 


adhesion protein glycolipid anchor 
Polysphondylium 218: 623 


attachment growth dolichol oligosac= 


charide metab 215: 873 
glioma C6 metab flux detn 217: 457 
K562 monodehydroascorbate reduc= 
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tase 218: 1057 

mammalian phage T7 promoter tran= 
scription 217: 387 

proliferation hydrogen signal trans= 
duction 213: 349 

proliferation inhibition polyamine 
217: 89 

specific transcription regulation gene 
csis 211: 509 

swelling liver acetyl CoA carboxylase 
217: 1083 

transformation beta2 adrenoceptor G 
protein 213: 797 

wall mannan Saccharomyces 217: 1 

wall phosphatase soybean 211: 297 

wall teichoic acid Glycomyces 
218: 371 

Cellodextrin 

reduced hydrolysis cellulase kinetics 

217: 947 
Cellular 

binding protein retinoid prepn 

212: 13 


Cellulase 
C Clostridium 217: 557 
kinetics reduced cellodextrin hydroly= 
sis 217: 947 
Cerebellum 
dysfunction ankyrin gene review 
211: 1 


Cerulenin 
analog inhibition fatty acid synthase 
211: 111 


protein expression hepatocyte buty= 
rate 218: 945 
GRP 
conformation structure 213: 927 
Chain 
gamma butyrobetaine hydroxylase 
sequence Pseudomonas 213: 1075 
light myosin filament conformation 
muscle 216: 89 
Channel 
activity colicin Escherichia transloca= 
tion 213: 217 
calcium release ATP binding site 
213: 147 
ion protein proline conformation 
exibility 212: 305 
potassium liver hydroperoxide metab 
211: 449 
sodium like protein sequence rat 
216: 679 
Chaperon 
subunit neurotoxin agkistrodotoxin 
ammodytoxin 211: 57 
Chaperone 
inhibitor 2 protein phosphatase | 
213: 1055 
Charge 
transfer transition cytochrome 
P450BM3 Bacillus 213: 683 
Charybdotoxin 
truncated analog prepn activity 
217: 157 
Chelodonichthys 
root effect Hb subunit sequence 
218: 829 
Chemoattractant 
neutrophil inflammatory exudate 
CINC related 214: 267 
Chick 
embryo hepatocyte xanthine dehydro= 
genase 215: 307 
Chicken 
calretinin cDNA sequence 215: 401 
collagen XIV cDNA sequence 
212: 483 
embryo protein osteonectin 218: 117 
embryo tensin sequence 217: 781 
neurotrophin 3 receptor retina embryo 
211: 789 
ribosomal protein L37a gene sequence 
213: 77 
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Chief 
cell stomach pepsinogen A regulation 
213: 1283 
Chimera 
plasminogen activator oligosaccharide 
structure 212: 639 
Chitinase 
isoenzyme parsley 213: 419 
Chitooligosaccharide 
site lysozyme 212: 151 
Chlamydia 
lipopolysaccharide antigen Escheric= 
hia oligosaccharide bisphosphate 
214: 703 
Chlamydomonas 
carbonic anhydrase | sequence 
214: 9 


chloroplast protein precursor process= 
ing proteinase 217: 1039 

hydrogenase sequence characterization 
214: 475 

protein Malpha amino acid oxidase 
215: 351 


Chloro 
aluminum tetramethyltetrapyridino 
porphyrazine interaction DNA 
217: 371 
Chloroflexus 
carbon fixation cyclic autotrophic 
thway 215: 619 
we oxypropionate cycle enzyme 
carbon fixation 215: 633 
Chlorophyll 
ab binding protein conformation 
pigment 215: 809 
binding light inducible protein mRNA 
214: 779 


Chloroplast 

ATP synthase conformation change 
214: 587 

cytochrome h6f NAD RNA 218: 397 

enzyme complex phosphoribulokinase 
activation thioredoxin 217: 1075 

glyoxylate synthetase potato 
214: 889 


multienzyme complex subunit stoi= 
chiometry 217: 1065 
NADP malate dehydrogenase se= 
quence Pisum 217: 189 
pea import = protein Synechococ= 
cus 214; 533 
protein precursor processing protei= 
nase Chlamydomonas 217: 1039 
single stranded binding protein pea 
211: 171 
Cholecystokinin 
receptor pancreas heterogeneity 
212: 529 
Cholecystokininlike 
neuropeptide Lymnaea 213: 875 
Cholesterol 
chylomicron remnant secretion bile 
11: 781 


hydroxylase oxocholesterol liver 
215: 705 

metab adrenal gland endotoxemia 
shock 211: 829 

phospholipid membrane myelin basic 
protein 211: 689 

pool steroid formation 216: 557 

side chain analog cytochrome P450scc 

17: 209 


tumor assocd antigen epitope 
217: 337 
Cholinesterase 
dimeric form marine worm 215: 267 
Chondrocyte 
proteoglycan link protein degrdn 
2 . 


tensin cartilage embryo 217: 781 
Chondrocytes 
secretory 7 proteinase inhib= 
itor 218: 951 
Chromaffin 
cell adrenal chromogranin A process= 
ing 217: 247 
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Chromatin 
Trypanosoma 216: 387 
Chromatog 
affinity MAP kinase kinase muscle 
214: 459 
liq glucose phosphate thymidylyl= 
transferase detn 211: 763 
Chromatophore 
nicotinamide nucleotide transhyd= 
rogenase Rhodospirillum 217: 763 
Chromium 
complex adenosine methylenetri= 
phosphate ATPase mechanism 
213: 743 
Chromogranin 
A processing adrenal medulla 
217: 247 
Chromosome 
hydroxyphenylpyruvate dioxygenase 
gene sequence human 213: 1081 
MyBP C protein gene human 
216: 661 


Chronic 
pancreatitis lipase glycosylation vari= 
ant 216: 807 
Chylomicron 
remnant cholesterol secretion bile 
211: 781 


Chyme 
mucosa glycosylphosphatidylinositol 
anchored alk phosphatase 
217: 199 
Chymopapain 
papain thermostability papaya 
214: 129 
Chymotrypsin 
active site dynamics reverse micelle 
211: 47 
acyltransfer kinetics nucleophile 
binding 217: 955 
hydration water activity reverse mi= 
celle 218: 1013 
Ciliary 
neurotrophic factor receptor 
218: 1031 


CINC 
related neutrophil chemoattractant 
inflammatory exudate 214: 267 
Ciprofibrate 
epidermal growth factor receptor 
phosphorylation 215: 903 
Cis 
element glutamine synthetase pro= 
moter 213: 1067 
Cisplatin 
resistance leukemia DNA excision 
repair 211: 403 
Citrate 
synthase dimeric gene sequence Es= 
cherichia 214: 75 
Citrobacter 
gene ampR protein 213: 405 
Cleavage 
site nidogen proteinase 217: 877 
Cloning 
ATPase hybrid Propionigenium Es= 
cherichia 218: 937 
Candida gene CDC25 homolog Sac= 
charomyces 213: 195 
cDNA = B regulation mouse 
218: 129 


cDNA interleukin | beta pig Escheric= 
hia 217: 45 

copper metallothionein Saccharomyc= 
es 212: 521 

Escherichia 04 polysaccharide modi= 
fication 214: 259 

gene dihydrofolate reductase Halofer= 
ax Escherichia 216: 199 

Hyphomicrobium serine hydroxyme= 
thyltransferase gene 212: 745 

intestinal trefoil factor receptor organ 
212: 557 

lipoxygenase cDNA rat brain Escher= 
ichia 212: 605 
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lipoxygenase gene human 214: 845 
mutation urocanase gene Pseudomo= 
nas 217: 429 
notechis 11 2L fusion protein 
212: 441 
sequence follistatin related protein 
gene 217: 13 
seryl rage synthetase gene yeast 
214 
quan i bacteriorhodopsin 
Escherichia 211: 27 
Clostridium 
cellulase C 217: 557 
flavodoxin flavin dynamics 218: 977 
glutamate dehydrogenase substrate 
coenzyme mechanism 213: 935 
hydroxybutyryl CoA dehydratase 
vinylacetyl isomerase 215: 421 
serine threonine dehydratase prosth= 
etic group 215: 341 
succinate semialdehyde dehydroge= 
nase CoA 212: 121 
Clotting 
protein hemolymph freshwater cray= 
fish 213: 591 
Cluster 
iron manganese methane monooxyge= 
nase hydroxylase 217: 217 
cMyb 
oncoprotein DNA domain conforma= 
tion 216: 147 
CoA 
succinate semialdehyde dehydroge= 
nase Clostridium 212: i21 
Coagulation 
factor Rac S sequence 217: 857 
—_ activation factor VII 


sane! x ~ a cattle human 
218: 153 
Cobalt 
aminopeptidase eniy Strepto= 
myces 212: 107 
metallothionein coordination NMR 
211: 235 
Cobra 
neurotoxin II conformation 
213: 1213 
Cockroach 
as ares CoA reductase 
213: 233 
hydroxymethylglutaryl iy ‘vn 
cDNA sequence 217: 6 


trypsinogen isoenzyme cDNA se= 
quence 217: 1091 
Codon 
anticodon glycine specific tRNA 
Bombyx 217: 131 
Coeff 
flux control enzyme pathway theorem 
212: 791 
Coenzyme 
F420 dependent enzyme stereospeci= 
ficity Archaeoglobus 214: 641 
F420 hydrogenase subunit processing 
Methanococcus 213: 1355 
M methyltransferase methyltetrahy= 
dromethanopterin corrinoid sub= 
unit 217: 115 
site aspartate aminotransferase lysine 
histidine 211: 475 
substrate glutamate dehydrogenase 
binding mechanism 213: 935 
Cofactor 
adduct «a7 ‘ ree amino 
acid 215: 7 
Coho 
salmon insulin like growth factor 
218: 205 
Colcemid 
nitrobenzoxadiazolyl colchicine site 
tubulin fluorometry 212: 387 
Colchicine 
site fluorescent probe tubulin 





212: 387 
site tubulin tryptophan 216: 757 
Colicin 
A neg soy membrane inter= 
action 211: 625 
N receptor Escherichia 214: 635 
translocation channel activity Escher= 
ichia phospholipid 213: 217 
Collagen 
I gene mutation osteogenesis imper= 
fecta 211: 415 217: 77 
II hyaline cartilage annulus fibrosus 
213: 1297 
IV binding integrin 215: 151 
ene Coll0al mouse 213: 99 
XIV cDNA sequence chicken 
212: 483 
Colon 
amiloride binding protein isoform 
sequence 216: 6 
Coll0al 
mouse collagen X gene 213: 99 
Comamonas 
carbamoyl amino acid hydrolase 
212: 685 
Complement 
C3a calcium influx neutrophil 
217: 289 
Complex 
II] subunit sequence yeast 215: 601 
Conformation 
adenylate kinase tryptophan Borde= 
tella 218: 921 
albolabrin 218: 853 
alpha lactalbumin complex polyamine 
218: 303 
apomyoglobin acid compact state 
dynamics 218: 213 
aspartate aminotransferase coenzyme 
site lysine 211: 475 
ATPase ATP El site modification 
213: 743 
bacteriorhodopsin protein 218: 837 
basic protein spermatozoa 214: 879 
beta amyloid peptide membrane 
Alzheimer 211: 249 
CGRP 213: 927 
change ATP synthase chloroplast 
214: 587 


chlorophyll ab binding protein pig= 
ment 215: 809 

cMyb oncoprotein DNA domain 
216: 147 

crystallin beta B2 dimer extension 


213: 

deltorphin II NMR mol dynamics 
212: 185 

dendrotoxin I venom Dendroaspis 
211: 813 

DNA RNA hybrid duplex 215: 297 

ee pee reverse micelle 
211: 4 


dynamics RNase B glycoform oligo= 
saccharide 218: 239 
EF Tu Ts GDP GTP 218: 1041 
EGF carboxy terminal 211: 213 
ependymin calcium binding 217: 275 
ae cation phospholipid 
21 
flavodoxin Desulfovibrio NMR 
213: 167 
flexibility ion channel protein proline 
212: 305 


Fl ATPase epsilon subunit mito= 
chondria 214: 729 

G actin cation nucleotide dependent 
211: 731 

gelsolin calcium actin tropomyosin 
212: 713 

gene psaA protein reaction center 
214: 907 


glutathione transferase P11 domain 
interaction 218: 845 
Hb alpha chain zinc protoporphyrin 
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214: 383 
HBsu protein phenylalanine trypto= 
phan Bacillus 217: 849 
helix Tat protein EIAV virus 
218: 973 
heme pocket myoglobin NOE 
214: 405 


heterogeneity cytochrome c553 Desul= 
fovibrio 218: 293 

histidine contg protein HPr Staphylo= 
coccus 216: 205 

horse albumin 215: 205 

interleukin 6 tryptophan sulfenylation 
217: 53 


Jun protein leucine zipper domain 
214: 415 

lipid A bacteria endotoxin 218: 555 

ee bacteria x ray 

ffraction 217: 771 

lysozyme chitooligosaccharide site 
tryptophan 212: 151 

lysozyme hen turkey NMR 215: 255 

molten globule creatinase collapsed 
state 213: 1225 

multiphasic folding glutathione trans= 
ferase Proteus 215: 741 

muscle enolase mRNA leader human 
214: 367 

myosin filament proteolysis muscle 
216: 89 

NADH peroxidase mechanism Enter= 
ococcus 211: 221 

neurotoxin II Naja 213: 1213 

nitric oxide synthase structure anti= 

: 801 


parallel alpha beta protein NMR 
215: 573 
parathormone related protein 
211: 205 
parathyroid hormone fragment 
5: 315 


pertussis toxin T cell epitope 
217: 171 

phospholipase A2 inhibitor stereo= 
specificity 215: 531 

pregnancy zone protein fluorescent 
probe 218: 651 

proadipokinetic hormone I processing 
217: 905 

probe aspartate aminotransferase 
transition ligand 216: 763 

prolactin structure activity 214: 483 

prosomatostatin processing 216: 39 

protein binding mitochondria import 
218: 905 

protein phosphatase | isoform inhib= 
itor 213: 1055 

proteolipid membrane channel class 
213: 21 

p2lcHras protein GTP binding hy= 
drolysis 213: 781 

Qout reaction domain complex III 
215: 601 

redox temp dependent cytochrome c 
211: 555 

RNase Tl GMP —— 218: 1005 

sarcotoxin [A 217: 639 

secondary acetylcholinesterase FTIR 
spectroscopy 213: 1235 

stability determinant hybrid beta 

lucanase 216: 829 

surfactant protein D conglutinin 
215: 793 

tetrahydropyrimidine deriv soln crys= 
tal 214: 897 

thermolysin carboxy terminal domain 
211: 569 

thymosin beta4 218: 335 

transglutaminase IR spectra 
218: 499 

troponin calcium muscle contraction 
213: 599 

tyrosine hydroxylase phosphorylation 
ascorbate binding 218: 363 

unfolding albumin histidine pH 
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212: 811 
unfolding refolding myosin rod model 
218: 1049 
Conformer 
ATPase activity hydration reverse 
micelle 213: 757 
Conglutinin 
surfactant protein D structure 
215: 793 
Conopressin 
lysine leech 217: 897 
Consensus 
sequence detection GTPase GTP 
crosslinking 215: 473 
Control 
analysis enzyme lac operon promoter 
211: 


analysis metab enzyme regulation 
kinetics 212: 833 
metab branched pathway model 
213: 625 
metab unbranched pathway model 
213: 613 
Coordination 
cobalt metallothionein NMR 
211: 235 
copper histidine superoxide dismutase 
NMR 213: 391 
heme cytochrome c6 Monoraphidium 
216: 329 
zinc astacin family active site 
214: 215 
Co; 


pper 
coordination histidine superoxide 
dismutase NMR _ 213: 391 
metallothionein Saccharomyces clon= 
ing expression property 212: 521 
site cytochrome oxidase stoichiometry 
redox 213: 1149 
site potential azurin mutant Pseudo= 
monas 212: 289 
Coprinus 
peroxidase cDNA sequence 213: 605 
Core 
glycan oligosaccharide mucin stomach 
217: 645 


Correction 
adenosinetetraphosphonucleoside 
215: 907 


Aplysia nervous system phosphono= 
glycosphingolipid 217: 1129 

Campylobacter serotype lipopolysac= 
charide core structure 216: 880 

enzyme kinetics nomenclature 213: | 

gene protein phosphatase Z Saccharo= 
myces 216: 881 

glucoamylase kinetics mechanism 
Aspergillus 212: 840 

glutathione S transferase cDNA Ara= 
bidopsis 218: 1096 

hyrogenase subunit gene sequence 
Wolinella 214: 949 

metab metabolite channeling pool 
size 216: 879 

muscle enolase gene ENO3 human 
218: 1095 

NADH 2 gene sequence Ther= 
mus 211: 909 

nomenclature amino acid peptide 
213: 2 

nomenclature electron transfer protein 
enzyme 213: 2 

peroxynitrite myeloperoxidase lactop= 
eroxidase peroxidase 216: 881 

porin PhoE precursor protein SecB 
211: 909 

protamine gene sequence evolution 
primate 218: 1095 

proton transport archaeal tetraether 
lipid 216: 880 

review transcription factor Ets family 
215: 907 


rhodopsin kinase light dependent 
mechanism 212: 840 
snail molluscan insulin related neuro= 
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peptide 212: 839 

steroid nomenclature IUPAC IUB 
213: 2 

tubulin —- site fluorescent 
probe 216 

yeast they bsohosphatas gene 
sequence 214: 949 

Corrinoid 
subunit methyltetrahydrometha= 


nopterin coenzyme M methyltrans= 


ferase 217: 115 
Cortisol 
macroglobulin formation mammary 
214: 803 
Corylus 
major allergen I sequence 212: 355 
Corynebacterium 
lysine formation split path regulation 
13: 1325 


oxocyclohexenecarboxylate oxocyclo= 
hexanecarboxylate desaturase 
218: 997 

Coupling 

creatine kinase ATPase calcium 
transport 213: 973 

ow 

lysozyme sequence evolution kidney 
213: 649 


Crab 
C reactive protein oligosaccharide 
214: 99 
C reactive protein subunit 214: 91 
CRABP 
testis MRNA retinoid 211: 835 
Crabtree 
effect thymocyte proliferation energy 
metab 212: 95 
Crayfish 
clotting protein hemolymph 213: 591 
CRBP 


testis MRNA retinoid 211: 835 
CRE 
enhancer element gene CYP21A2 


human 214: 521 
Creatinase 


collapsed state molten globule confor= 


mation 213: 1225 
Creatine 
kinase ATPase coupling calcium 
transport 213: 973 
Crosslinking 
GTP G protein affinity labeling 
215: 473 


photochem F actin myosin 213: 1243 


Crotoxin 
isoform complex stability toxicity 
4: 491 


Cruciferae 
11S globulin disulfide interchange 
217: 891 


Cruciferin 
disulfide interchange Brassica 
217: 891 


Crustacean 
hyperglycemic hormone sequence 
211: 601 


Crystal 

structure albumin horse 215: 205 

structure aponeocarzinostatin 
213: 737 

structure carbonic anhydride azide 
complex 213: 507 

structure Desulfovibrio aldehyde 
oxidoreductase 215: 729 

structure DNA octamer 213: 673 

structure hydroxymethylbilane syn= 
thase Escherichia 211: 615 


structure phycoerythrin Porphyridium 
: 103 


structure proteinase inhibitor trypsin 
complex 212: 549 

structure recombinant selenomethio= 
nyl interleukin 5 212: 751 

structure RNase Sa guanosine cyclo= 
phosphorothoiate 216: 301 


Eur. J. Biochem., Vols. 211-218, 1993 


structure RNase T1 GMP complex 
218: 1005 

structure RNase TI ternary complex 
211: 311 

structure trypanothione reductase 
substrate complex 213: 67 

tetrahydropyrimidine deriv conforma= 
tion soln 214; 897 

Crystallin 

alpha nonspherical isoform property 
217: 143 

beta aggregation B2 subunit 
213: 321 


beta B2 dimer conformation extension 
213: 313 
epsilon lactate dehydrogenase stabili= 
ty animal 211: 643 
Csis 
human 216: 487 
CTP 


synthetase leukemia 216: 161 
Cucumis 
ripening wounding cDNA 212: 27 
Culture 
aorta atriopeptin C receptor 
217: 295 
hepatocyte P 450 isoenzyme membr= 
ene 213: 805 
Cuticle 
Lm67 Lm70a Lm70b protein sequence 
217: 267 
Cyanoborohydride 
redn aspartate aminotransferase 
conformation ligand 216: 763 
Cyclase 
adenylate activation calmodulin do= 
main flexibility 217: 581 
adenylate prostaglandin EP3 receptor 
subtype 217: 313 
guanylate atriopeptin receptor aorta 
217: 295 
Cyclic 
autotrophic pathway carbon fixation 
Chloroflexus 215: 619 
Cyclohexadienyl 
dehydrogenase sequence Zymomonas 
212: 157 
Cycloheximide 
resistance gene SCR2 SCR1 Schwan= 
niomyces 213: 849 
resistance yeast ribosomal protein 
L41 213: 841 
Cyclooxygenase 
potassium channel liver butylhydro= 
peroxide 211: 449 
Cyclophosphorothoiate 
guanosine ‘hon RNase Sa 
216: 30 
Cysteine 
amino acid oxidase Trigonopsis 
218: 735 
modification sorbitol dehydrogenase 
active site 211: 86 
NADP malate ———— redn 
activation 217: 
phosphotyrosine and phosphatase 
phosphoenzyme intermediate 
214: 647 
protease — proglycinin process= 
ing 215 
proteinase A. An papaya 
214: 129 


reactivity aspartate aminotransferase 
conformation ligand 216: 763 
rich peptide assay 211: 377 
sorbitol dehydrogenase zinc coordina= 
tion glutamate 216: 103 
Cysteinyl 
leukotriene receptor macrophage 
antiidiotypic IgG 214: 83 
Cytidylyltransferase 
phosphocholine expression hepatocyte 
214: 927 
Cytochalasin 
B arabinose proton symport protein 
215: 43 


Cytochrome 


b heterodisulfide reductase complex 
Methanosarcina 213: 529 

bo oxidase active site binding 
212: 657 

c bacteria methylamine dehydroge= 
nase activity 218: 711 

c heme cavity Methylophilus NMR 
215: 817 

c heme electronic structure NMR 
211: 563 


c oxidase metal stoichiometry redox 
213: 1149 

c oxidase mutation Saccharomyces 
213: 129 

¢ oxidase proton slippage Paracoccus 
212: 827 


¢ oxidase subunit fetus 217: 1099 
c redox ~~ dependent conformation 
11: 555 


cdl nitrite reductase Thiosphaera 
212: 377 

c3 kinetics hydrogenase Desulfovibrio 
217: 981 


= sol membrane form Bacillus 
212: 499 


c553 conformation heterogeneity 
Desulfovibrio 218: 293 

c6 sequence heme coordination Mo> 
noraphidium 216: 329 

h6f chloroplast NAD RNA 218: 397 

oxidase subunit V promoter sequence 
211: 411 

P 450 IA1 IIB1 monooxygenase 
215: 373 


P 450 isoenzyme liver membrane 
213: 805 

P 450 membrane topol Candida 
216: 477 

P 450 regulation phosphatidylserine 
phosphatidylinositol 218: 102! 

P 450 3A4 variant comparison 
218: 355 

photooxidn photosystem I 213: 1133 

P450 cAMP regulatory region gene 
214: 521 

P450 gene exon alternative splicing 
213: 383 

= - human PC12 cell 


P4s0 i Des induction ethoxyphe= 
nol Rhodococcus 213: 211 

P450 NOE spectroscopy is: 431 

P450BM3 charge transfer transition 
Bacillus 213: 683 

P450scc cholesterol side chain analog 
217: 209 

P4503A4 gene sequence transcription 
human 218: 585 

spectrometry respiratory mutant 
Saccharomyces 213: 137 

yeast oxidative activation tienilic 
acid 213: 223 


Cytokine 


gene regulation transforming growth 
factor 213: 113 


Cytomegalo 


virus gp58 glycoprotein epitope map= 
ping 215: 383 


Cytoskeleton 


beta actin MRNA binding protein 
212: 217 


Cytosol 


y~ GTP A ua pase D activa> 
tion 215: 389 

leukemia cell protein mvyristoyltrans= 
ferase 214: 853 

LNPI elastase inhibitor polymorpho= 
nuclear granulocyte 217: 519 

phospholipase A2 ree 
activity mammal 218: 6 

5S RNA metab liver 213: a7 


Cytotoxicity 


metab adenosinealkane adenosine 
receptor binding 214: 935 
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tumor necrosis factor phospholipase D 
212: 491 
Cytotoxin 
Pseudomonas binding protein eryth= 
rocyte 217: 1123 
C3a 
complement calcium influx neutro> 
phil 217: 289 
C6 
glioma cell metab flux detn 217: 457 
Daunomycin 
lipid membrane interaction 
213: 1269 
Daunorubicin 
resistance carcinoma plasma mem= 
brane pump 218: 871 
CD 


inhibition nicotinamide nucleotide 
transhydrogenase bacteria 
211: 663 
Deaminase 
porphobilinogen gene erythroid regu= 
lation human 212: 763 
serine gene sdaB sequence Escheric= 
hia 212: 777 
1 serine Escherichia 211: 521 
Decarboxylase 
adenosylmethionine regulation cell 
polyamine 214: 671 
adenosylmethionine SAM|1 cell 
15: 247 


complex glycine T protein pea 
217: 377 

glutaconyl CoA carboxytransferase 
subunit Acidaminococcus 
211: 697 

glutamate ange diabetes mellitus 
212: 597 


ornithine degrdn reticulocyte protea= 
some 213: 205 
ornithine feedback regulation poly= 
amine 215; 753 
ornithine gene mutation tumor 
214: 837 
ornithine homodimer formation es= 
sential glycine 218: 245 
oxopentenetricarboxylate hydroxy= 
heptadienedioate isomerase se= 
quence Escherichia 217: 575 
Defensin 
peptide neutrophil antiadrenocortico= 
tropin 216: 653 
Dehydratase 
hydroxybutyryl CoA vinylacetyl isom= 
erase Clostridium 215: 421 
serine threonine prosthetic group 
Clostridium 215: 341 
Dehydroepiandrosterone 
sulfotransferase organ immunochem 
211: 539 
Dehydrogenase 
ale assocn subtilisin Drosophila 
211: 357 
alc I alligator structure evolution 
216: 49 
alc isoenzyme immunization liver 
ethanol 212: 757 
alc isoenzyme rabbit sequence charac= 
terization 213: 3 
alc lysine glycation liver 215: 567 
alc sorbitol MRNA tissue 215: 497 
aldehyde isoenzyme E3 sequence 
human 218: 311 
cyclohexadienyl sequence Zymomonas 


dihydrolipoamide Trypanosoma se= 
quence 212: 423 

glucose gene sequence expression 
Thermoplasma 211: 549 

glucose phosphate sequence structure 
Pichia 212: 41 

aX. oo MAR sequence rat 


amie gene sequence rat 
211: 795 
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glutamate substrate coenzyme binding 
mechanism 213: 935 

glyceraldehyde phosphate gene Ther= 
motoga sequence 214: 43 

glyceraldehyde phosphate stoichiome= 
try multienzyme chloroplast 
217: 1065 

hydroxyprostaglandin monomer pla= 
centa 214: 67 

hydroxythromboxane B2 kidney 
212: 403 

lactate conserved threonine role Ba= 
cillus 212: 447 

lactate dissocn 212: 63 

lactate epsilon crystallin stability 
animal 211: 643 

lactate gene Idh sequence Thermotoga 
216: 709 


lactate inactivation protection reverse 
micelle 211: 73 

lactate isoenzyme H4 NAD deriv 
213: 947 


lactate mutation structure thermosta= 
bility 211: 267 

lactate release cell cytochrome P450 
214: 735 

malate dye linked Bacillus 214: 37 

malate NADP sequence Pisum chlo= 
roplast 217: 189 

methylenetetrahydromethanopterin 
hydrogen formation mechanism 
Methanobacterium 212: 255 

methylenetetrahydromethanopterin 
stereospecificity coenzyme F420 
214: 641 

NADH gene sequence mitochondria 
wheat 217: 831 

nitrosodimethylaniline alc Amycola= 
topsis 212: 819 

oxo acid gene sequence Bacillus 
213: 1091 

presorbitol cDNA sequence rat testis 
217: 83 

pyruvate gene PDA| regulation Sac= 
charomyces 218: 405 

sorbitol active site cysteine modifica= 
tion 211: 861 

sorbitol alc proteolysis structure 

13: 487 


sorbitol gene sequence diapause Bom= 
byx 213: 1125 

sorbitol zinc coordination glutamate 
cysteine 216: 103 

succinate semialdehyde brain 
211: 757 


succinate semialdehyde CoA Clostri= 
dium 212: 121 
xanthine chick embryo hepatocyte 
215: 307 
Dehydroxylating 
hydroxybenzoyl CoA reductase deni= 
trifying Pseudomonas 213: 563 
Deiminase 
peptidylarginine mouse sequence 
215: 677 


Deiodinase 
iodothyronine astrocyte TSH cAMP 
218: 1091 
Deletion 
mutant heat shock protein Drosophila 
215: 277 


sequence transketolase gene Saccha= 
romyces 217: 487 
Delta 
sleep inducing peptide sequence 
brain 216: 429 
Deltorphin 
II conformation NMR mol dynamics 
212: 185 
Denaturation 
acetylcholinesterase conformation 
R spectroscopy 213: 1235 
Dendroaspis 
venom dendrotoxin I conformation 
211: 813 


KEYWORD INDEX 


Dendrotoxin 
I sequence NMR secondary structure 
211: 813 
Denitrifying 
Pseudomonas dehydroxylating hy= 
droxybenzoyl CoA reductase 
213: 563 
Pseudomonas hydroxybenzoate CoA 
ligase 213: 555 
Deoxyerythronolide 
B synthase recombinant Saccharopo= 
lyspora 214: 305 
Deoxyglucose 
glucose metab Saccharomyces 
218: 221 
Deoxymannooctulosonate 
phosphate synthase mechanism 
217: 991 


Deoxymyoglobin 
NOE spectroscopy 215: 431 
Dephosphorylation 
atriopeptin protein phosphatase 2A 
211: 485 
eEF2 phosphatase 213: 689 
phosphoprotein MAP2 brain hippo= 
campus epilepsy 215: 181 
Depolymerase 
polyhydroxyalkanoate gene Pseudo= 
monas 218: 701 
Deorotonation 
tyrosine glutathione transferase 
mechanism thiol 215: 663 
Desatn 
lysophosphatidylcholine octadecenyl 
analog plant 213: 965 
Desaturase 
oxocyclohexenecarboxylate oxocyclo= 
hexanecarboxylate Corynebacterium 
218: 997 
Desulfovibrio 
aldehyde oxidoreductase crystal 
Structure 215: 729 
cytochrome c553 conformation hete= 
rogeneity 218: 293 
desulfoviridin gamma subunit se= 
quence 211: S01 
flavodoxin conformation NMR 
213: 167 
hydrogenase kinetics electron transfer 
protein 217: 98 
iron cluster nigerythrin rubrerythrin 
212: 237 
NADH rubredoxin oxidoreductase 
216: 443 
nitrite reductase electron transfer 
kinetics 212: 79 
Desulfoviridin 
gamma subunit sequence Desulfovi= 
brio 211: 501 
Detergent 
ATPase activated state detn mito= 
chondria 216: 565 
Detyrosination 
posttranslational tubulin erythrocyte 
218: 107 
Deuterated 
ribosome Escherichia 216: 315 
Development 
arginine metab enterocyte 216: 109 
differentiation disease hepatocyte 
gene review 216: 353 
glutathione S transferase Arabidopsis 
216: 579 
mouse embryo collagen gene expres= 
sion 213: 99 
retina axonin | human 211: 329 
Schistosoma protein hsp70 212: 589 
Dexamethasone 
galactoside sialyltransferase gene 
transcription 211: 135 
Dextran 
gluconolactone glucoamylase starch 
binding domain 211: 717 





KEYWORD INDEX 


Diabetes 
glucose phosphatase arachidonate 
liver microsome 213: 461 
mellitus glutamate decarboxylase 
epitope 212: 597 
Diacylglycerol 
metab macrophage activation 
218: 753 


Dianthus 
flavanone hydroxylase cDNA 
217: 745 


Diapause 
sorbitol dehydrogenase gene sequence 
Bombyx 213: 1125 
Diazepam 
binding inhibitor antibacterial peptide 
intestine 216: 623 
Dictyostelium 
DRE repetitive element sequence 
217: 627 
gene coxV promoter sequence 
211: 411 


PsA glycoprotein glycosylphosphati= 
dylinositol membrane anchor 
216: 7 
Didelphis 
protamine gene sequence expression 


Dienoyl 
CoA reductase isoform heart liver 
215: 199 
Differentiation 
alk phosphatase retinoid prepn struc= 
ture 212: 13 
development disease hepatocyte gene 
review 216: 353 
fibroblast G protein insulin 215: 611 
Diffraction 
x ray lipopolysaccharide bacteria 
conformation 217: 771 
Digitalis 
like compd eye lens cataract 
216: 261 
Dihydrofolate 
reductase binding NADP mechanism 
215: 9 


reductase recombinant Haloferax 
216: 199 
Dihydrolipoamide 
dehydrogenase Trypanosoma se= 
quence 212: 423 
Dihydrolipoyl 
transacetylase domain linker region 
role 211: 591 
Dihydroneopterin 
aldolase gene fas Pneumocystis 
216: 449 
Dihydropteroate 
synthase gene fas Pneumocystis 
216: 449 
Dihydrorhodamine 
123 superoxide hydrogen peroxide 
detection 217: 973 
Dimerization 
progesterone receptor responsive 
element 214: 18° 
Dimethylnaphthoquinone 
oxidoreductase stereospecificity coen= 
zyme F420 214: 641 
Dinucleoside 
polyphosphate analog adenosineal= 
kane structure activity 214: 935 
Dioxygenase 
hydroxyphenylpyruvate gene chromo= 
_ some sequence human 213: 1081 


peptide characterization 216: 429 
Dipeptidyl 
peptidase gastrointestinal hormone 
degrdn serum 214: 829 
Disaccharide 
Pectinatus lipopolysaccharide 
13: 377 
Disease 
differentiation development hepato= 
cyte gene review 216: 353 
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Dismutase 
——- copper rn histi= 
dine NMR 213: 39 
superoxide sequence aah proteolysis 
Caretta 211: 843 
Dissimilator 
sulfite reductase subunit sequence 
Desulfovibrio 211: 501 
Dissocn 
lactate dehydrogenase reversed mi= 
celle 212: 63 
pressure induced ribosome elongation 
intermediate 218: 463 
Disulfide 
glutathionylspermidine interaction 
trypanothione reductase crystallog 
213: 67 
group glycoprotein gp64 Polysphon= 
dylium 211: 147 
group thioredoxin glutaredoxin sulfi= 
tolysis 211: 
interchange cruciferin Brassica 
217: 891 
protein isomerase CaBP2 sequence 
rat 213: 789 
Divalent 
cation stoichiometry redox cyto= 
chrome oxidase 213: 1149 
cation Streptomyces aminopeptidase 
specificity modulation 212: 107 
DNA 
adenine thymine rich Hoechst 33258 
211: 437 
berenil ncn binding 
213: 1175 
cAMP a protein anion Escher= 
ichia 212: 539 
cleavage restriction enzyme antitumor 
platinum 216: 183 
cleaving —s MobA protein plas= 
mid 217: 929 
domain cMyb oncoprotein conforma= 
tion 216: 147 
domain gene V protein bacteriophage 
216: 507 
Drosophila transposon terminal re= 
peat 218: 95 
excision repair leukemia cisplatin 
resistance 211: 40 
formation mammal cell topoisomerase 
inhibitor 216: 177 
gene recA protein histidine ATP 
217: 665 
interaction chloro aluminum tetrame= 
thyltetrapyridino porphyrazine 
217: 371 
methyltransferase adenine specific 
kinetics 218: 727 
mithramycin binding base sequence 
5: 561 


nuclease radiation thymocyte apopto= 
sis 215: 893 

octamer crystal structure 213: 673 

polymerase I Klenow arginine role 
214: 59 

polymerase Tca Thermus 214: 135 

protein binding cation anion model 
218: 469 

RNA — duplex conformation 
215: 2 


topoisomerase pee regulatory region 
human 217: 813 
topoisomerase II drug resistance 
218: 575 
iriplex . oe recognition 
212: 395 
DNase 
I binding actin stabilization 218: 911 
site mapping human gene csis 
216: 487 
Dogfish 
brain substance P peptide 214: 469 
Dolichol 
oligosaccharide metab cell attachment 
growth 215: 873 
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-_ 
2 receptor cDNA sequence Xenopus 
213: 1349 
oxidase melanocyte MSH 217: 541 
Double 
stranded RNA kinase PKR mutant 
214: 945 
Doxorubicin 
conjugate transferrin 213: 427 
lipid glutathione err antitu= 
mor resistance 211: 141 
DRA 
HLA gene methylation lymphocyte 
218: 485 
DRE 
repetitive element sequence Dict= 
yostelium 217: 627 
Drosophila 
alc dehydrogenase assocn subtilisin 
211: 357 


DNA transposon terminal repeat 
218: 95 

eclosion hormone gene sequence 
215: 221 

heat shock protein deletion mutant 
215: 277 


protein phosphatase | isoform se= 
quence 212: 177 
Drug 
resistance DNA topoisomerase II 
218: 575 
resistance neoplasm glutathione 
transferase isoenzyme 217: 671 
Ductin 
proteolipid membrane channel class 
213: 21 


Duplex 
NA RNA hybrid conformation 
215: 297 


Duramycin 
BC soln structure 216: 419 
Dye 
linked malate dehydrogenase Bacillus 
214: 37 


Dynamics 
conformation RNase B glycoform 
oligosaccharide 218: 239 
flavin flavodoxin Clostridium 
218: 977 


box Sp] ATPase gene promoter 
218: 195 
MCAT box acetylcholine receptor 
gene 216: 395 
Earthworm 
myosin regulatory light chain se= 
quence 211: 341 
Eca 


methyltransferase DNA kinetics 
218: 727 


Eclosion 
hormone gene sequence Drosophila 
215: 221 


hormone phosphatidylinositol hydrol= 
ysis metamorphosis silkworm 
211: 427 
eEF2 
phosphorylation kinase dephosphory= 
lation phosphatase 213: 689 


hand calretinin calbindin D28k calci= 
um 215: 
EF lalpha 
mRNA translation repression 
213: 919 
EGF 
carboxy terminal conformation 
211: 213 
receptor protein Ras GTP 212: 477 
E 


88 
Halocynthia beta acetylglucosamini= 
dase 218: 535 
Eicosanoid 
liver hydroperoxide metab 211: 449 
macrophage differentiation thrombox= 





ane synthase 212: 371 
rg zymosan protein kinase C 
217: 69 


Elastase 
inhibitor LNPI sequence swine leuko= 
cyte 217: 519 
terbium complex luminometry 
211: 467 
Elec 
organ ye VATI protein complex 
216: 189 
Electrochem 
azurin lysine mutant ionization 
218: 229 
Electron 
transfer flavoprotein cDNA sequence 
human 213: 1003 
transfer kinetics nitrite reductase 
Desulfovibrio 212: 79 
transfer protein kinetics hydrogenase 
Desulfovibrio 217: 981 
transport bacteria hydrogen formation 
glycolate 217: 233 
Electronic 
structure heme cytochrome c NMR 
211: 563 
structure HiPIP eC Rhodopseu= 
domonas NMR 212: 69 
transition fatty acid monooxygenase 
Bacillus 213: 683 
Electrostatic 
potential glutathione transferase 
active site 215: 663 
Element 
interferon stimulable transcription 
factor human 214: 617 
Elicitor 
fungus eo - (means endogluca= 
nase 213: 4 
Elongation 
factor EFlalpha mRNA translation 
repression 213: 919 
factor isoform human sequence ex= 
pression 215; 549 
factor Tu Ts GDP GTP 218: 1041 
factor 2 = complex ribosome 
215: 291 
factor 2 kinase reticulocyte 212: 511 
factor 2 phosphorylation site threo= 
nine 213: 689 
intermediate pressure induced dissocn 
8: 463 


Embryo 
chick hepatocyte xanthine dehydroge= 
nase 215: 307 
chicken protein osteonectin 218: 117 
mouse development a gene 
expression 213: 9 
a 3 hol retina chicken 


tensin ae chondrocyte 
217 


aw. a 
hepatic hyperammonemia protein 
MAP? phosphorylation 214: 243 
Endochitinase 
isoenzyme Petroselinum 213: 419 
Endocytosis 
receptor doxorubicin conjugate trans= 
ferrin 213: 427 
Endoglucanase 
C Clostridium 217: 557 
parsley fungus elicitor 213: 419 
ee 
rolysis ca erythro= 
cyte 218: 6 
hydrolysis glycosphingolipids erythro= 
cyte kinetics 218: 645 
Endonuclease 
Cfr91 binding specificity mechanism 
217: 411 
Endopeptidase 
24 16 kidney membrane 211: 79 
Endoplasmic 
reticulum phosphatidylserine phos= 
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phatidylinositol cytochrome reduc= 
tase 218: 1021 
reticulum pituitary peat 
tin processing 218: 1063 
reticulum yeast protein degrdn 
218: 565 
Endorhamnosidase 
tailspike folding assembly amino 
domain 215: 653 
Endothelial 
cell growth factor thymidine phospho= 
rylase 212: 201 
Endothelin 
converting enzyme big endothelin 
hydrolysis 218: 493 
nitric oxide liver Ito cell 213: 815 
Endothelium 
adhesion monocyte phospholipase A2 
atherosclerosis 217: 723 
platelet activating factor bacteria 
porin 214: 685 
Endotoxemia 
shock cholesterol metab adrenal 
gland 211: 829 
Endotoxin 
Bacillus insect midgut membrane 
permeability 214: 771 
bacteria lipid A conformation 
218: 555 
binding protein Heliothis Spodoptera 
212: 145 
Energy 
dependent conformation change ATP 
synthase 214: 587 
metab thymocyte proliferation glucose 
212: 95 


transfer protein terbium detn 
211: 467 
Engineered 
yeast xenobiotic metabolizing enzyme 
human 211: 63 
Engineering 
protein mutation structure thermost= 
ability 211: 267 
Enhancer 
binding protein lipoprotein Al gene 
216: 247 
CRE element gene CYP21A2 human 
214: 521 
glucocorticoid transcription factor 
rat 211: 459 
HS2 PBGD gene human 212: 763 
of split —" sequence human 
216: 343 


promoter CYP3A4 gene sequence 
human 218: 585 
silencer gene csis PDGFB human 
216: 487 
Enolase 
muscle gene ENO3 human sequence 
214: 367 
Entactin 
nidogen ascidian sequence 213: 11 
Entamoeba 
inositol phosphate metabolite 
214: 711 
Enterococcus 
NADH peroxidase conformation 
mechanism 211: 221 
sex pheromone induced aggregation 
substance 211: 711 
Enterocyte 
arginine metab development 
216: 109 
Entrapment 
enzyme reverse micelle inactivation 
protection 211: 73 
Enzyme 
amidating mol oes Xenopus 
tissue 214: 811 
coenzyme F420 dependent stereospec= 
ificity Archaeoglobus 214: 641 
complex ribulose diphosphate carb= 
oxylase kinetics 217: 1075 
concn metabolite prodn increase 
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216: 361 

conformation binding import mito= 
chondria 218: 905 

control — lac operon promoter 
211: 

“es a cDNA sequence 
melon 212: 27 

gcv operon sequence Escherichia 
216: 539 

glycine reductase gene sequence Eu= 
bacterium 217: 791 

group transferring pentose pathway 
flux 213: 477 


hydroxypropionate cycle carbon diox= 
ide fixation 215: 633 
kinetics nomenclature correction 


pathway flux control coeff theorem 
212: 79 
RecA histidine DNA ATP 217: 665 
regulation kinetics metab control 
analysis 212: 833 
xenobiotic metabolizing human engi= 
neered yeast 211: 63 
Eosinophil 
respiration G protein arachidonate 
218: 669 
Ependymin 
conformation calcium binding sialic 
acid 217: 275 
Epidermal 
growth factor receptor phosphoryla= 
tion ciprofibrate 215: 903 
Epilepsy 
brain hippocampus phosphoprotein 
MAP2 dephosphorylayion 
215: 181 
Epithelium 
human mixed lineage kinase sequence 
213: 701 
mammal nuclear matrix purifn 
212: 573 
Epitope 
glutamate decarboxylase diabetes 
mellitus 212: 597 
mapping ATPase Saccharomyces 
membrane 212: 737 
mapping cytomegalo virus gp58 glyco= 
protein 215: 383 
mapping gastric lipase 211: 99 
T cell pertussis toxin conformation 
217: 171 


tumor assocd antigen membrane 
antibody 217: 337 
EPR 
xylose isomerase metal binding site 
213: 1185 
EP3 
receptor subtype adenylate cyclase 
217: 313 
Equine 
anemia virus Tat protein helix 
218: 973 
Erythritolteichocite 
Glycomyces cell wall 218: 371 
Erythrocyte 
glucose transporter modulation gly= 
cosphingolipid 218: 637 
glycerophosphocholine release lyso= 
phospholipase 212: 411 
glycosphingolipids hydrolysis endogly= 
coceramidase kinetics 218: 645 
glyoxalase I] 213: 1261 
infection glycan transferase malaria 
Plasmodium 216: 779 
membrane band 4 inositol phospholi= 
pid 211: 671 
membrane GSH redox transduction 
215: 711 
membrane PGE1 receptor 213: 1167 
methylglyoxal “ery ae 
yde phosphate 212: 
phosphatidate ce eattene 
dylcholine phospholipase D 
213: 367 
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protein Pseudomonas cytotoxin bind= 
ing 217: 1123 
transketolase binding thiamin di= 
phosphate magnesium 218: 261 
tubulin posttranslational modification 
218: 107 
urea transporter Kidd antigen 
218: 447 
Erythroid 
regulation human porphobilinogen 
deaminase gene 212: 763 
Erythroleukemia 
initiation factor 2 kinase 211: 529 
Erythropoietin 
receptor phosphatidylinositol kinase 
216: 821 


sialylated oligosaccharide 213: 39 
structure activity 218: 597 
Escherichia 

ATPase —— Propionigenium clon= 
ing 218: 937 

ATPase regulation lac promoter 
211: 181 

bacterioferritin 213: 329 

cAMP receptor protein DNA anion 
212: 539 

—_ cDNA interleukin | beta pig 
217: 45 


cloning a ge ig ee gene 
Haloferax 216: 19 
cloning lipoxygenase “DNA rat brain 


cloning O4 polysaccharide modifica= 
tion 214: 259 

cloning synthetic gene bacteriorho= 
dopsin 211: 27 

colicin N receptor 214: 635 

deuterated ribosome 216: 315 

dimeric citrate synthase gene se= 
quence 214: 75 

expression lipocortin 1 cDNA 
211: 347 


ferritin 218: 985 

flavin reductase iron redn mobiliza= 
tion 211: 635 

gcv operon enzyme sequence 
216: 539 

hydroxyheptadienedioate isomerase 
oxopentenetricarboxylate decar= 
boxylase sequence 217: 575 

hydroxymethylbilane synthase seleno= 
methionyl deriv 211: 615 

lipase LipB protein expression Pseu= 
domonas 215: 239 

lipid A defective formation firA 
212: 363 

lipid A structure 214: 695 

lysine hydroxylase FAD substrate 
analog 213: 995 

membrane gene kdpD sensor kinase 
217: 1019 

methylaminomethyluridine arginine 
tRNA anticodon wobble 216: 369 

O antigen polysaccharide 213: 859 

oligosaccharide bisphosphate lipopo= 
lesechbastie Chlamydia antigen 
214: 703 

overexpression triosephosphate isom= 
erase mutant Trypanosoma 
211: 703 

phospholipid colicin translocation 
channel activity 213: 217 

recombinant selenomethionyl inter= 
leukin 5 crystn 212: 751 

RNase RNA olignucleotide mRNA 
degrdn 213: 285 

serine deaminase gene sdaB sequence 
212: 777 

serine deaminase | 211: 521 

Shigella hybrid lipopolysaccharide 
structure 213: 573 

termination release factor functional 
domain 213: 749 

yeast recombinant seryl tRNA 
synthetase 214: 869 
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ESG 
protein cDNA sequence mouse human 
216: 343 
ESR 
P cluster molybdenum iron protein 
212: 51 


Esterase 
activity catalytic antibody 214: 197 
Esterification 
alc nucleotide phosphodiesterase 
mechanism venom 213: 1139 
Estradiol 
breast cancer proliferation protein 
pS2 215: 671 
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microsome 213: 965 
Ethoxyphenol 
induction cytochrome P450 isoenzyme 
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nase 213: 419 
white rot ligninase kinetics 211: 391 
Fusicoccin 
receptor purifn analysis maize 
214: 339 
Fusion 
liposome sperm phospholipid 
217: 1001 
protein notechis || 2L cloning 
212: 44 
Fusobacterium 
O antigen polysaccharide structure 
212: 801 
Fl 
ATPase epsilon subunit conformation 
mitochondria 214: 729 
F420 
dependent enzyme stereospecificity 
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dihydrofolate reductase Haloferax 
cloning Escherichia 216: 199 

DNA topoisomerase regulatory region 
human 217: 813 

dsvC sequence Desulfovibrio 
211: 501 

eclosion hormone sequence Drosophila 
215: 221 

ENO3 muscle enolase human se= 
quence 214: 367 

exochitinase sequence Streptomyces 
214: 659 

E2 protein human cn 
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kinetics mechanism Aspergillus cor= 
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Glucosidase phosphate methylglyoxal 212: 101 taurocholate transporting hepatocyte 
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lus NMR 215: 817 
coordination cytochrome c6 Monora= 
phidium 216: 329 
cytochrome c electronic structure 
NMR 211: 563 
oxygenase gene heat shock element 
212: 167 
oxygenase gene transcription sperma 
togenesis 217: 633 
oxygenase liver regulation heme 
2 . 


Hemerythrin 
myo homol metalloprotein II Nereis 
217: 151 
Hemin 
structure peroxidase porphobilinogen 
oxygenase activity 218: 251 
Hemolymph 
clotting protein freshwater crayfish 
213: 591 
Hemonectin 
fetuin sequence homol 213: 523 
Hemoprotein 
reduced proton NMR spectrometry 
215: 431 
Hen 
turkey lysozyme conformation NMR 
215: 255 


Heparan 
sulfate phospholipase prostaglandin 
218: 807 


sulfate proteoglycan + edi 
can structure 211: 771 
—_ ae membrane mus=> 
cle 
Heparin 
binding protein interaction Kunitz 
inhibitor 214: 271 
progelatinase A activation autolysis 
218: 431 
Hepatic 
encephalopathy hyperammonemia 
— _ phosphorylation 


Ea 
Ita “— en important resi> 


meme 

autophagy okadaic acid 215: 113 

canaliculus membrane taurocholate 
transporting glycoprotein 
214: 539 

CETP protein expression butyrate 
218: 945 

chick embryo xanthine dehydrogenase 
215: 307 


culture P 450 isoenzyme membrene 
213: 805 

development differentiation disease 
gene review 216: 353 

growth factor gene regulatory element 
213: 113 


high mannose membrane glycoprotein 
216: 215 

low density lipoprotein receptor 
213: 989 


membrane PGF2 receptor 211: 163 
peroxide oxidative stress 211: 449 
phosphocholine cytidylyltransferase 
expression 214: 92 
phosphorylation growth factor recep= 
tor ciprofibrate 215: 903 
oo glycogen metab 


prostaglandin E2 glycogen phosphory= 
lase 218: 1083 

swelling autophagy amino acid 
215: 449 


Hepatoma 
high mannose membrane glycoprotein 
216: 215 
Herborn 
albumin lysine glutamate replacement 
human 214: 437 
Herpesvirus 
antisense oligodeoxyribonucleotide 
psoralen virucide radiosensitizer 
216: 19 
HES 
2 rat sequence characterization 
215: 645 
Heterodisulfide 
reductase complex Methanosarcina 
membrane 213: 529 
Hevea 
polyisoprene formation prenyl trans= 
ferase 218: 267 
High 
density lipoprotein paraoxonase K45 
protein 211: 871 
mannose glycoprotein membrane 
hepatocyte hepatoma 216: 215 
potential iron sulfur protein Rhodop= 
seudomonas 212: 69 
a 
rain epilepsy phosphoprotein MAP2 
dephosphorylayion 215: 181 
Hirudin 
leech sequence 214: 295 
Hirudinaria 
cDNA hirudin sequence 214: 295 
Histidine 
albumin conformation unfolding pH 





212: 811 
aspartate aminotransferase coenzyme 
site lysine 211: 475 
bisphosphoglycerate mutase active 
site 213; 493 
contg protein HPr ee 
Staphylococcus 216: 2 
coordination oe rorotan dis= 
mutase NMR 213; 391 
flavanone hydroxylase sequence iron 
site 217: 7 
gene recA oe DNA ATP 
217: 66 


noninvolvement glutathione transfer= 
ase mechanism 211: 805 

tagged recombinant lipoxygenase 
platelet 214: 845 

Histone 

gene transcription repression fibrob= 
last cell 217: 683 

H1 gene promoter sequence neoplasm 
217: 353 

H3 gene regulation protein WZF1 
217: 1049 


protein HMG14 HMGI Lewis carci= 
noma 213: 825 
Vv 


Nef protein oligomerization 214: 451 
HIV! 

virus rev response element 216: 459 

LA 


DRA gene methylation lymphocyte 
218: 485 
HL60 
cell differentiation eicoisanoid 
212: 371 


cell protein tyrosine kinase 214: 503 

HMGI 

HMG14 protein histone Lewis carci= 
noma 213: 825 

HMG14 


protein HMGI histone Lewis carcino= 


ma 213: 825 
Hoechst 
33258 DNA adenine thymine rich 
211: 437 
Homophilic 
interaction axonin cell adhesion 
215: 133 
Honeybee 
venom phospholipase A2 oligosac= 
charide structure 213: 1193 
Hormone 
arginase expression metamorphosis 
tadpole 211: 891 
eclosion gene sequence Drosophila 
215: 221 
hydroxymethylglutaryl CoA synthase 
gene promoter 213: 773 
a crustacean sequence 
: 601 


thyeoid adipocyte malic enzyme 
215: 28 ria 
Horse 


albumin cDNA sequence conformation 


215: 205 
Horseshoe 
crab C reactive protein oligosacchar= 
ide 214: 99 
crab C reactive protein subunit 
214: 91 
HPLC 


glucose yon thymidylyltransfer= 
: 763 


ase detn 211: 
HPr 
protein conformation Staphylococcus 
216: 205 
Hsp70 
protein Schistosoma development 
stress 212: 589 


enhancer PBGD gene human 
212: 763 
Human 


acetylcholine receptor cDNA sequence 
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215: 229 

adrenoceptor insect cell transforma= 
tion 213: 797 

aldehyde dehydrogenase isoenzyme 
E3 sequence 218: 311 

aromatase mRNA alternative splicing 
213: 383 

axonin | cDNA sequence 211: 329 

chromosome MyBP C protein gene 
216: 661 

cytochrome P450 gene PC12 cell 
214: 735 

cytochrome P4503A4 gene sequence 
transcription 218: 585 

DNA topoisomerase gene regulatory 
region 217: 813 

electron transfer flavoprotein cDNA 
sequence 213: 1003 

elongation factor isoform sequence 
expression 215: 549 

enhancer silencer gene csis PDGFB 
216: 487 

epithelium mixed lineage kinase 
sequence 213: 701 

galactoside sialyltransferase gene 
sequence 213: 467 

granulocyte CD66 epitope antigen 
CGMI1 214: 27 

hydroxyphenylpyruvate dioxygenase 
gene chromosome sequence 
213: 1081 

immunodeficiency virus glycoprotein 
gp4i transglutaminase 215: 99 

interalpha trypsin inhibitor gene 
sequence 218: 283 

interferon inducible gene 616 target= 
ing 218: 273 

interferon stimulable element tran= 
scription factor 214: 617 

intermediate basic protein 2 sequence 
214: 445 

keratinocyte sequence IGUP I5111 
protein 218: 421 

K45 protein HDL plasma sequence 
211: 871 


laminin cDNA sequence mRNA 
216: 293 


lipocortin | sequence 211: 347 
lipoxygenase gene mol cloning 
214: 845 


man9 mannosidase cDNA sequence 
kidney 217: 535 

milk oligosaccharide structure 
215: 361 

mouse AES protein cDNA sequence 
216: 343 

muscle enolase gene ENO3 sequence 
214: 367 

oxoprolylglutamylprolinamide extend= 

form semen 212: 35 

pancreas glutamate decarboxylase 
sequence 212: 597 

parathormone related protein prodn 
Saccharomyces 213: 641 

parvalbumin alpha beta sequence 
215: 719 


plasma RNase 4 sequence 217: 401 

porphobilinogen deaminase gene 
erythroid regulation 212: 763 

prealphatrypsin inhibitor H3 precur= 
sor sequence 212: 771 

protein kinase C isoenzyme cDNA 
216: 597 

recombinant sol interleukin 6 receptor 
216: 239 

rRNA processing pathway 212: 211 

sequence coagulation factor X 
218: 153 

testican sequence 214: 347 


Hyaline 


cartilage annulus fibrosus collagen II 
213: 1297 


Hybrid 


beta glucanase thermostability struc= 
ture determinant 216: 829 
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DNA RNA duplex conformation 
215: 297 


Hydantoinase 
Agrobacterium 213: 1315 
Hydratase 
maleate thermodn Pseudomonas 
217: 1011 
nitrile gene coupled amidase Rhodo= 
coccus 217: 327 
Hydration 
ATPase conformer activity reverse 
micelle 213: 757 
chymotrypsin water activity reverse 
micelle 218: 1013 
Hydrazine 
protein formyl removal deblocking 
212: 785 
Hydride 
ion transfer nicotinamide nucleotide 
transhydrogenase 217: 763 
Hydrogen 
bond methyl lactoside Ricinus lectin 
214: 677 
formation glycolate bacteria electron 
transport 217: 233 
formation mechanism methylenetetr= 
ahydromethanopterin dehydroge= 
nase Methanobacterium 212: 255 
ion pyrophosphatase kinetics vacuole 
Vigna 217: 755 
peroxide detection dihydrorhodamine 
123 217: 973 
signal transduction cell proliferation 
213: 349 
Hydrogenase 
Chlamydomonas sequence characteri= 
zation 214: 475 
Desulfovibrio kinetics electron trans= 
fer protein 217: 981 
selenocysteine contg subunit process= 
ing Methanococcus 213: 1355 
Hydrolase 
acylpeptide lens 216: 631 
carbamoyl amino acid Comamonas 
212: 685 
Hydrolysis 
glycosphingolipid endoglycocerami= 
dase erythrocyte 218: 637 
GTP p2\cHras protein conformation 
213: 781 
Hydroperoxide 
metab liver potassium channel eicosa= 
noid 211: 449 
Hydrophobic 
anchor subunit acetylcholinesterase 
brain evolution 215: 333 
probe thermolysin binding zinc ligand 
218: 523 


Hydrostatic 
pressure tumor antigen epitope 
217: 337 


Hydroxy 
acid oxidase sequence rat kidney 
214: 17 


Hydroxybenzimidazole 
Eubacterium vitamin B12 formation 
217: 1117 
Hydroxybenzoate 
CoA ligase denitrifying Pseudomonas 
213: 555 


hydroxylase substrate activation 
tyrosine role 216: 137 
Hydroxybenzoy! 
CoA reductase dehydroxylating deni= 
trifying Pseudomonas 213: 563 
Hydronybuty 
CoA dehydratase vinylacetyl isomer= 
ase Clostridium 215: 421 
Hydroxyheptadecatrienoate 
kinetics hydroxyprostaglandin dehy= 
drogenase placenta 214: 67 
Hydroxyheptadienedioate 
isomerase oxopentenetricarboxylate 
a sequence Escherichia 
17: 575 
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Hydroxylase 


butyrobetaine gamma chain sequence 
Pseudomonas 213: 1075 
cholesterol oxocholesterol liver 
215: 705 


flavanone sequence iron site histidine 
217: 745 

hydroxybenzoate substrate activation 
tyrosine role 216: 137 

lysine FAD substrate analog Escheric= 
hia 213: 995 

methane monooxygenase iron manga> 
nese Methylococcus 217: 217 

phenol mechanism regioselectivity 
kinetics Trichosporon 218: 345 

tyrosine MAP MAPKAP kinase 
217: 715 


tyrosine melanocyte MSH 217: 541 
tyrosine phosphorylated form inacti= 
vation ascorbate 218: 363 


Hydroxylation 


glycosylation collagen II cartilage 
fibrocartilage 213: 1297 


Hydroxymethylbilane 


synthase selenomethionyl deriv Es= 
cherichia 211: 615 


Hydroxymethyldihydropterin 


pyrophosphokinase gene fas Pneumo= 
cystis 216: 449 


Hydroxymethylglutaryl 


CoA reductase cockroach 213: 233 
CoA synthase cDNA sequence cock= 
roach 217: 691 
CoA synthase gene promoter rat 
213: 773 


Hydroxymethyltransferase 


serine gene cloning sequence Hypho> 
microbium 212: 745 


Hydroxyphenylpyruvate 


dioxygenase gene chromosome se= 
quence human 213: 1081 


Hydroxypropionate 


cycle enzyme carbon dioxide fixation 
215: 633 


Hydroxyprostaglandin 


dehydrogenase monomer placenta 
214: 67 


Hydroxythromboxane 


B2 dehydrogenase kidney 212: 403 


Hyperammonemia 


liver failure protein MAP2 phospho= 
rylation 214: 243 


Hyperglycemic 


hormone crustacean sequence 
211: 601 


Hypertension 


blood vasopressor factor 218: 67 


Hyphomicrobium 


serine hydroxymethyltransferase 
gene cloning sequence 212: 745 


Hyrogenase 


subunit gene sequence Wolinella 
correction 214: 949 


histone gene Ay el sequence neo= 
plasm 217: 


precursor prealphatrypsin inhibitor 
sequence human 212: 771 


IFR2 


gene human transcription 214: 617 
1 


inhibitor protein ATPase receptor 
mitochondria 215: 487 
F 


calcitriol osteocalcin formation os= 
teoblast 218: 883 


IgG 


antiidiotypic cysteinyl leukotriene 
receptor macrophage 214: 83 


IgM 


membrane protein tyrosine kinase 
p72syk 213: 455 
UP 


protein keratinocyte interferon gam= 
ma 218: 421 


Eur. J. Biochem., Vols. 211-218, 1993 


IKe 
virus gene V protein domain 
216: 507 
Imidazole 
citrate glycogen phosphorylase amino 
acid 215: 761 
Immediate 
early gene hydrogen ion signaling 
213: 349 
Immobilization 
NADP malic enzyme monomer tet= 
ramer 213: 1159 
Immunity 
gene nisA nisI Lactococcus 216: 281 
Immunization 
active catalytic antibody 214: 197 
Immunogen 
gastrin structure function 212: 325 
Immunogenic 
region nicotinic receptor structure 
211: 227 
Immunogenicity 
pertussis toxin epitope conformation 
217: 171 


Immunophilin 
family prokaryote eukaryote review 
216: 689 
Import 
mitochondria electron transfer flavo= 
protein subunit 213: 1003 
narB protein Synechococcus chloro= 
plast pea 214: 533 
prechaperonin preornithine transcar= 
bamylase mitochondria 211: 881 
preprotein Chlamydomonas chloro= 
plast processing proteinase 
217: 1039 
protein conformation mitochondria 
binding 218: 905 
Infection 


erythrocyte glycan a malaria 


Plasmodium 216: 7 
Inflammatory 
exudate neutrophil chemoattractant 
CINC related 214: 267 
Influenza 
virus N9 sialidase antibody binding 
217: 319 
Influx 
calcium neutrophil complement C3a 
217: 289 


Inhibitor 
protein IF! ATPase receptor mito= 
chondria 215: 487 
proteinase secretory leukocyte chon= 
drocytes 218: 951 
2 chaperone protein phosphatase | 
213: 1055 
Initiation 
factor 4alpha phosphorylation T 
lymphocyte 218: 39 
Inositol 
monophosphatase mechanism inhib= 
ition cation site 217: 281 
phosphatase kinetics mechanism 
brain 212: 693 
phosphate — macrophage activa> 
tion 218: 753 
phosphate metabolite Entamoeba 
214: 711 
phospholipid band 4 erythrocyte 
membrane 211: 671 
phospholipid platelet ADP fibrinogen 
216: 231 


trisphosphate kinase domain interac= 
tion calmodulin 214; 497 
Insect 


cell transformation human adrenocep= 


tor 213: 797 

cell vascular endothelial growth factor 
211: 19 

fat body attacin processing 214: 287 


midgut membrane permeability Bacil= 


lus endotoxin 214: 771 


Insulin 
adipocyte malic enzyme gene 
215: 285 


EGF receptor Ras GTP 212: 477 
fibroblast differentiation G protein 
215: 611 
glucagon phosphoenolpyruvate car= 
boxykinase mRNA liver 215: 541 
glucokinase gene newborn glucose 
15: 883 


glycosylphosphatidylinositol signaling 
system age 211: 431 

like growth factor I sequence 
218: 205 

receptor complex membrane 
211: 241 


receptor kinase lipid 213: 277 
secretion stimulation glyceraldehyde 
13: 359 


stimulated protein kinase 1 phospho> 
rylation 212: 581 
TPA MAP kinase 218: 815 
Insulinlike 
growth factor I cDNA sequence 
218: 205 


Integrin 
binding collagen IV 215: 151 
Interalpha 
trypsin inhibitor gene sequence hu= 
man 218: 283 
Interferon 
alpha2 recombinant Sf9 cell 
217: 921 
gamma protein IGUP keratinocyte 
218: 421 
gamma reconstitution purifn swine 
215: 481 
inducible gene 616 targeting human 
218: 273 
megal recombinant Sf9 cell 
217: 913 
stimulable element transcription 
factor human 214: 617 
Interleukin 
gene regulation AP] cAMP 213: 243 
1 en Alzheimer disease 
217: 21 


ibeta gene sequence pig 217: 45 
lbeta partial agonist mutation 
211: 583 
2 recombinant baculovirus Spodoptera 
215: 189 


5 selenomethionyl recombinant crys= 
tal structure 212: 751 

5 thermostability carbohydrate chain 
211: 903 


6 monoblast plasma membrane pro= 
tease 215: 825 
6 receptor interaction arginine 179 
211: 749 
6 receptor recombinant sol human 
216: 239 
6 tryptophan sulfenylation activity 
conformation 217: 53 
Intermediate 
basic protein 2 sequence human 
214: 445 
biotin formation lavender culture 
217: 479 
filament protein review 214: 351 
Intestinal 
trefoil factor cloning receptor organ 
212: 557 
Intestine 
antibacterial pe — gastric inhibito= 
ry polypeptide 216: 623 
arginine metab newborn 216: 109 
fructose glucose conversion 213: 721 
glycosyl cpa atidylinositol anchored 
alk c atase heterogeneity 
217 
zinc mat peptide ZF1 211: 377 
Intrinsic 
uncoupling proton pump cytochrome 
oxidase 212: 827 





1 


166 


Invertebrate 


cholecystokininlike oy 
lymnaDFamide 213: 87 


lodothyronine 


deiodinase astrocyte TSH cAMP 
218: 1091 


lon 


channel protein proline conformation 
flexibility 212: 305 


spectra transglutaminase structure 
8: 499 


RFI 
gene human transcription 214: 617 


Iron 


cluster nigerythrin ‘~ De= 
sulfovibrio 212: 2 

molybdenum A. wt eee 
nitrogenase 3 215: 25 

reconstitution methane monooxyge= 
nase hydroxylase Methylococcus 
217: 217 

redn mobilization flavin reductase 
Escherichia 211: 635 

regulatory factor mRNA translation 
aconitase 218: 657 

site histidine flavanone hydroxylase 
sequence 217: 745 

substituted acid phosphatase Moess= 
bauer bean 214; 313 

sulfur cluster redox EPR molybdofer= 
redoxin 212: 51 

sulfur high potential protein Rhodop= 
seudomonas 212: 69 

sulfur hydroxybutyryl CoA dehydra= 
tase Clostridium 215: 421 

uptake doxorubicin conjugate trans= 
ferrin 213: 427 

water phenylalanine monooxygenase 
active site 211: 259 


ISGF3 


gene human transcription 214: 617 
soenzyme 

alc dehydrogenase immunization 
liver ethanol 212: 757 

chitinase parsley 213: 419 

cytochrome P 450 liver membrane 
213: 805 

cytochrome P450 induction ethoxy= 
phenol Rhodococcus 213: 211 

E3 aldehyde dehydrogenase sequence 
human 218: 311 

glutathione transferase sequence 
Proteus 211: 421 

H4 lactate dehydrogenase NAD deriv 
213: 947 


methyl coenzyme M reductase Meth= 
anobacterium 217: 587 
phosphatidylinositol phospholipase C 
functional domain 217: 1109 
trypsinogen cDNA sequence cod 
217: 1091 
zeta protein kinase C sequence 
216: 597 


Isoform 


allergen pollen hazel 212: 355 

protein phosphatase | conformation 
inhibitor 213: 1055 

Isomaltooligosaccharide 

Streptococcus lipoteichoate micro= 
heterogeneity structure 214: 757 

Streptococcus lipoteichoate structure 

: 747 


Isomerase 

hydroxyheptadienedioate oxopentene= 
tricarboxylate decarboxylase se= 
quence Escherichia 217: 575 

peptidylproline family prokaryote 
eukaryote review 216: 689 

phosphate Saccharomyces glucose 
repression 214: 121 

proteindisulfide CaBP2 cDNA se= 
quence rat 213: 789 

triosephosphate mutant recombinant 
form Trypanosoma 211: 703 
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vinylacetyl CoA mange rg * — 
dratase Clostridium 215 

xylose metal binding site EPR 
213: 1185 


Isooctane 


AOT reverse micelle catalase 
217: 567 


Isopenicillin 


acyltransferase gene penDE Penicilli= 
um 215: 323 


Ito 


cell endothelin nitric oxide liver 
213: 815 


Jack 


bean urease quaternary structure 
surfactant 215: 55 


179 cholecystokinin receptor affinity 
state 212: 529 


Jun 


protein leucine zipper domain confor= 
mation 214: 415 


Keratinocyte 


phosphorylation protein p28 TPA 
okadaate 213: 1101 

protein IGUP interferon gamma 
218: 421 


Kidd 


antigen erythrocyte urea transporter 
218: 447 


Kidney 


bean purple acid phosphatase Moess= 
bauer 214: 313 

Ye B2 dehydroge= 
nase 212 

liver a ‘soluble protein 
sequence 212: 665 

man9 mannosidase cDNA sequence 
human 217: 535 

membrane endopeptidase 24 16 
211: 79 

rat hydroxy acid oxidase sequence 
214: 17 


Kinase 


actin fragmin Physarum purifn se= 
quence 214: 111 

adenylate gene sequence Bordetella 
218: 921 

C alpha delta activation specificity 
216: 597 

cAMP dependent protein activity 
Saccharomyces 213: 501 

casein phosphorylation site serine 
218: 515 


creatine ATPase coupling calcium 
transport 213: 973 

eEF2 phosphorylation 213: 689 

elongation factor 2 reticulocyte 
212: 511 

guanylate sequence brain pig 
213: 263 


inositol trisphosphate domain interac= 
tion calmodulin 214: 497 

insulin receptor lipid 213: 277 

MAP kinase affinity chromatog mus= 
cle 214: 459 

MAP MAPKAP tyrosine hydroxylase 
217: 715 

mixed lineage sequence epithelium 
human 213: 701 

phosphatidylinositol erythropoietin 
receptor 216: 821 

phosphoglycerate structure function 
review 216: | 

phosphoglycerate yeast affinity label= 
ing 212: 719 

protein C LDL receptor liver 
213: 989 

protein C zymosan eicosanoid macro= 
phage 217: 69 

protein cAMP interleukin regulation 
API 213: 243 

protein cdce2 C lamin phosphorylation 
213: 659 

protein formation initiation factor 2 


KEYWORD INDEX 


211: 529 

protein glycogenolysis liver noradre= 
naline PGF2 217: 305 

protein ISPK1 phosphorylation se= 
quence 212: 581 

protein liver ciprofibrate 215: 903 

protein PKR inactive mutant mecha> 
nism 214: 945 

protein tyrosine HL60 cell 214: 503 

pyruvate ATP metformin gluconeo= 
genesis liver 213: 1341 

pyruvate sequence Bacillus 211: 851 

p72syk B cell antigen receptor 
213: 455 

rhodopsin activation mechanism 
a phosphorylation 
213: 881 

sensor gene kdpD Escherichia mem= 
brane 217: 1019 

tyrosine platelet activating factor 
216: 639 

tyrosine protein fgr fyn spleen 
216: 323 


Kinetics 
beta lactamase antibiotic interaction 
217: 61 
enzyme nomenclature correction 
213: 1 


glucose phosphate phosphohydrolase 
microsome membrane 212: 335 
methyltransferase DNA adenine 
specific 218: 727 
Klebsiella 
capsule polysaccharide structure 
213: 445 


flavodoxin mutation 217: 395 
Klenow 
DNA polymerase I arginine role 
214: 59 


Kluyveromyces 
fructose bisphosphatase gene se= 
quence 212: 193 
gene GGS1 sequence mutation 
217: 701 
ribosomal protein L41 gene sequence 
213: 841 
Kunitz 
inhibitor interaction heparin binding 
protein 214: 271 
proteinase inhibitor structure sea 
anemone 212: 675 
K45 


protein HDL plasma human sequence 
211: 87 
K562 
cell monodehydroascorbate reductase 
218: 1057 
Labeling 
fluorescent tRNA aminoacyl property 
213: 583 
G protein p2lcHras GDP GTP 
215: 473 


Lac 
operon promoter enzyme control 
analysis 211: 181 
promoter CAP protein anion 
212: 539 
Lactalbumin 
alpha conformation polyamine com= 
plex 218: 303 
Lactamase 
beta antibiotic interaction 217: 61 
beta TEM! mutation Pseudomonas 
217: 939 
Lactate 
dehydrogenase conserved threonine 
role Bacillus 212: 447 
dehydrogenase dissocn reversed mi= 
celle 212: 63 
dehydrogenase epsilon crystallin 
stability animal 211: 643 
ag a eee gene Idh sequence 
hermotoga 216: 709 
dehydrogenase inactivation protection 
reverse micelle 211: 73 
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dehydrogenase isoenzyme H4 NAD 
deriv 213: 947 
dehydrogenase mutation structure 
thermostability 211: 267 
dehydrogenase release cell cytochrome 
P450 214:7 
Lactobacillus 
gene pepN lysyl aminopeptidase 
sequence 217: 105 
Lactococcus 
nisin gene cluster sequence 216: 281 
Lactogenic 
receptor PRL binding 214: 483 
Lactoperoxidase 
peroxynitrite 215: 767 
Lactoside 
methyl hydrogen bond Ricinus lectin 
214: 677 


Lactotransferrin 
receptor platelet aggregation 
213: 1205 


Lamin 
A C phosphorylation site 213: 659 
Laminin 
cDNA sequence mRNA human 
216: 293 
domain self assembly basement mem= 
brane 216: 437 
Lantibiotic 
soln structure 216: 419 
Latrodectus 
latroinsectotoxin cDNA sequence 
213: 121 
Latroinsectotoxin 
cDNA Latrodectus sequence 
213: 121 
Lavender 
culture biotin formation intermediate 
217: 479 


LDL 
lipoprotein receptor estrogen tran= 
scription 216: 527 
receptor liver protein kinase C 
213: 989 
Leader 
muscle enolase mRNA human confor= 
mation 214: 367 
Leaf 
barley light stress inducible protein 
4: 779 


Listera lectin carbohydrate binding 
217: 677 
Lectin 
binding oligosaccharide natural killer 
lymphocyte 213: 1303 
cDNA sequence Pleurodeles oviduct 
213: 901 


glycolylneuraminate specific Scylla 
215: 697 


inhibition biantennary oligosaccharide 
216: 789 
Listera rs carbohydrate binding 
217: 677 
mannose specific cD NA sequence 
ransom 217: 123 
Ricinus methyl lactoside hydrogen 
bond 214: 677 
Leech 
hirudin sequence 214: 295 
lysine conopressin 217: 897 
Leishmania 
acid phosphatase !ipophosphoglycan 
monoclonal antibody 217: 603 
trypanothione reductase oxidative 
trypanosomicide 218: 29 
Lens 
acylpeptide hydrolase 216: 631 
eye digitalis like compd cataract 
216: 261 
Leucine 
transport alkaliphile bacteria ammo= 
nium 217: 435 


zipper domain +). protein conforma= 
tion 214: 415 
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Leukemia 
cell cytosol —— myristoyltransfer= 
ase 214: 853 
CTP synthetase 216: 161 
DNA excision repair cisplatin resist 
ance 211: 403 
Leukocyte 
arachidonate lipoxygenase specificity 
product platelet 218: 165 
human cannabinoid + eae mRNA 
expression 214: 173 
LNPI elastase — sequence 
swine 217: 519 
proteinase inhibitor secretory chon= 
drocytes 218: 951 
Leukotriene 
B4 analog structure activity 218: 59 
B4 prodn arachidonate baculovirus 
system 218: 477 
receptor macrophage antiidiotypic 
IgG 214: 83 
Lewis 
carcinoma histone protein HMG14 
HMGI 213: 825 
Ligand 
rr vasopressin Vla receptor 
213: 71 
zinc binding Po hydrophobic 
probe 218: 523 
Ligase 
hydroxybenzoate CoA aa 
Pseudomonas 213: 
Light 
ATP formation bacteriorhodopsin 
synthase reconstitution 218: 377 
chain myosin filament conformation 
muscle 216: 89 
harvesting chlorophyll a protein 
conformation 215: 8 
harvesting protein gene alpha betaE 
217: 867 


stress inducible protein barley leaf 
214: 779 
Lignin 
peroxidase kinetics Phlebia 211: 391 
Ligninase 
kinetics white rot fungus 211: 391 
Limulus 
C reactive protein oligosaccharide 
214: 99 


C reactive protein subunit compn 
214: 91 


Link 
protein proteoglycan degrdn chondro= 
cyte monocyte 212: 
Lipase 
activation LipB protein Escherichia 
Pseudomonas 215: 239 
extracellular Bacillus 216: 155 
gastric epitope mapping 211: 99 
glycosylation variant chronic pan= 
creatitis 216: 807 
lipoprotein functional site mammal 
213: 185 


oligosaccharide structure pancreatic 

juice 216: 799 
LipB 

protein lipase activation Pseudomo= 

nas Escherichia 215: 239 
Lipid 

A conformation bacteria endotoxin 
218: 555 

A defective formation Escherichia 
firA 212: 363 

A Escherichia structure 214: 695 

A oligosaccharide structure Vibrio 
218: 543 

glutathione peroxidase doxorubicin 
antitumor resistance 211: 141 

glycosylphosphatidylinositol anchor 
Tc85 glycoprotein 217: 597 

insulin receptor kinase 213: 277 

membrane daunomycin interaction 
213: 1269 

membrane nisin antibacterial proton= 


motive force 212: 417 

mobility platelet plasminogen activa= 
tor 215: 867 

tetraether archaeal proton transport 
protein 214: 917 

transfer protein isoform grapevine 
217: 885 


Lipocortin 
1 cDNA expression Escherichia 
211: 347 
Lipophosphoglycan 
acid phosphatase Leishmania mono= 
clonal antibody 217: 603 
Lipopolysaccharide 
bacteria x 4! - caeaaae conforma 
tion 217 
Competent ‘913: 1029 
Chlamydia antigen Escherichia oligo= 
saccharide bisphosphate 214: 703 
core structure Campylobacter sero> 
type 213: 1017 
gro gene product neutrophi! chemoat= 
tractant 214: 267 
O antigen Escherichia 213: 859 
O specific polysaccharide structure 
Hafnia 213: 1255 
Pectinatus disaccharide 213: 377 
structure Shigella Escherichia hybrid 
213: 573 
Lipoprotein 
high density paraoxonase K45 protein 
211: 871 
LDL receptor estrogen transcription 
216: 527 


lipase functional site mammal 
213: 185 

low density receptor hepatocyte 
213: 989 


oxygenation arachidonate 15 lipoxyge= 
nase mammal 213: 251 
Liposome 
fusion sperm phospholipid 217: 1001 
yeast ATPase bacteriorhodopsin 
coreconstitution 214: 563 
Lipoteichoate 
microheterogeneity structure Strepto= 
coccus isomaltooligosaccharide 
214: 757 
structure Streptococcus isomaltooligo= 
saccharide 214: 747 
teichoate chain structure identity 
Streptococcus 215: 851 
Lipoxygenase 
arachidonate activation protein acti= 
vator mechanism 215: 105 
arachidonate specificity product 
platelet leukocyte 218: 165 
arachidonate 15 oxygenation lipopro= 
tein mammal 213: 251 
cDNA sequence rat brain 212: 605 
recombinant histidine tagged platelet 
214: 845 
Liq 
chromatog glucose phosphate thymi= 
dylyltransferase detn 211: 763 
Listera 
leaf lectin carbohydrate binding 
217: 677 
Lithium 
inhibition inositol phosphatase brain 
212: 693 
therapy inositol monophosphatase 
inhibition mechanism 217: 281 
Liver 
acetyl CoA carboxylase cell swelling 
217: 1083 
— Me synthetase fibrate deriv 
6: 615 


alc eh drogenase lysine glycation 
l 
alligator alc dehydrogenase 216: 49 
cell adhesion mol isoform 213: 1109 
cholesterol hydroxylase oxocholesterol 
215: 705 
cytosol SS RNA metab 213: 1277 
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dehyroepiandrosterone sulfotransfer= 
ase sex 211: 539 

dienoyl CoA reductase isoform 
215: 199 

ethanol alc ange isoenzyme 
immunization 212: 7 

failure elt iit 
MAP2 phosphorylation 214: 243 

gluconeogenesis metformin pyruvate 
kinase ATP 213: 1341 

glucosidase II] bromoconduritol bind= 
ing site 215: 37 

glutamine synthetase gene rat se= 
quence 213: 1067 

glycogenolysis noradrenaline PGF2 
protein kinase 217: 305 

Golgi protein acetylglucosamine ga= 
lactosyltransferase membrane 
216: 405 

heat shock protein thermotolerance 
218: 413 

heme oxygenase regulation heme 
213: 909 


hydroperoxide metab potassium 
channel eicosanoid 211: 449 

hydroxymethylglutaryl CoA synthase 
gene promoter 213: 773 

Ito cell endothelin nitric oxide 
213: 815 

kidney perchlorate soluble protein 
sequence 212: 665 

LDL receptor protein kinase C 
213: 989 


membrane cytochrome P 450 isoen= 
zyme 213: 805 
microsome calcium magnesium AT= 
Pase detn 218: 959 
microsome glucose phosphatase ara= 
chidonate diabetes 213: 46 
nucleus exonuclease 217: 493 
peroxisome permeability oxidase 
218: 75 
phosphoenolpyruvate carboxykinase 
mRNA glucagon insulin 215: 541 
protein kinase ciprofibrate 215: 903 
LMP2 
protein subunit proteasome 216: 119 
LMP7 
protein proteasome subunit 216: 119 
m67 


protein sequence Locusta 217: 267 
Lm70a 

protein sequence Locusta 217: 267 
Lm70b 
protein sequence Locusta 217: 267 
NPI 


elastase inhibitor sequence swine 
leukocyte 217: 519 
Locusta 
Lm67 — Lm70b protein sequence 
217 
Loligo 
microtubule assocd protein sequence 
211: 193 
Low 
density eagy receptor hepato= 
cyte 213: 989 
Luciferase 
promoted synthesis an poly= 
phosphate 212: 263 
Lumbricus 
myosin a - chain se= 
quence 211 
Luminometry 
elastase terbium complex 211: 467 
Lung 
amiloride binding protein isoform 
sequence 216: 6 
Lyase 
"peptidyihydronyglycine = ‘pe 
Xenopus tissue 214: 8 
LymnaDFamide 
neuropeptide pond snail 213: 875 
Lymnaea 
neuropeptide cholecystokininlike 
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213: 875 
rab protein cDNA sequence 217: 241 
sodium influx peptide gene sequence 
215: 397 


Lymphocyte 
adenosine toxicity bisadenosinylal= 
kane structure activity 215: 465 
B kinase p72syk signal transduction 
213: 455 
B a link protein degrdn 
212: 87 


methylation HLA DRA gene 
218: 485 


natural killer lectin binding oligosac= 
charide 213: 1303 
T phosphorylation initiation factor 
4alpha 218: 39 
Lymphoid 
tissue brain cannabinoid receptor 
expression 214: 173 
Lymphoma 
histone protein HMG14 HMGI 
213: 825 


Lysine 
acylation phospholipase A2 pancreas 
216: 519 


aspartate aminotransferase coenzyme 
site histidine 211: 475 
conopressin leech 217: 897 
ferredoxin NADP reductase substrate 
site 216: 57 
formation Corynebacterium split 
path regulation 213: 1325 
glutamate replacement albumin Her= 
born human 214: 437 
glycation alc dehydrogenase liver 
215: 567 
hydroxylase FAD substrate analog 
Escherichia 213: 995 
mutant azurin ionization structure 
electrochem 218: 229 
Lysophosphatidylcholine 
octadecenyl analog acylation desatn 
plant 213: 965 
Lysophospholipase 
activity phospholipase A2 cytosol 
mammal 218: 629 
erythrocyte + _—_———cc 
release 212: 4 
Lysozyme 
chitooligosaccharide site conformation 
tryptophan 212: 151 
conformation hen turkey NMR 
215: 255 
sequence evolution kidney cow sheep 
213: 649 
Lysyl 
aminopeptidase gene ay Lactoba= 
cillus sequence 217: 10 
Mabinlin 
II sequence Capparis 211: 281 
Macroglobulin 
formation cortisol mammary 
214: 803 


Macromol 

translocation inhibitor glucocorticoid 

receptor binding 218: 679 
Macrophage 

activation pathway 218: 753 

arachidonate phospholipase A phos= 
phorylation bacteria 213: 81 

cysteinyl leukotriene receptor antiid= 
iotypic IgG 214: 83 

differentiation eicosanoid thrombox= 
ane synthase 212: 371 

eicosanoid zymosan protein kinase C 
217: 69 

G protein formylmethionylleucylphe= 
nylalanine PAF arachidonate 
213: 295 

NADPH oxidase activation sigma] 
protein 217: 441 

nitric oxide prodn tetrahydrobiopterin 
biosynthesis 213: 833 
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Magnesium 
ATP binding ATPase sarcoplasmic 
reticulum 211: 117 
ATPase calcium insensitive sensitive 
detn 218: 959 
cell proliferation inhibition polyamine 
217: 89 


pyrophosphatase mitochondria. Sac= 
charomyces 217: 
site calcium ATPase sarcoplasmic 
reticulum 217: 225 
site structure function inositol mon= 
ophosphatase 217: 281 
thiamin diphosphate binding transke= 
tolase erythrocyte 218: 261 
Magnetic 
relaxation spin lattice nigerythrin 
rubrerythrin 212: 237 
Maize 
fusicoccin receptor purifn analysis 
214: 339 
Malaria 
Plasmodium transferase glycan eryth= 
rocyte infection 216: 779 
Malate 
dehydrogenase dye linked Bacillus 
214: 37 
dehydrogenase NADP sequence Pisum 
chloroplast 217: 189 
Malease 
thermodn Pseudomonas 217: 1011 
Maleate 
hydratase thermodn Pseudomonas 
217: 1011 
Malic 
enzyme cAMP retinoate adipocyte 
215: 285 


enzyme monomer tetramer immobili= 
zation 213: 1159 
Maltooligosaccharide 
glucoamylase starch binding domain 
Aspergillus 211: 717 
Mammal 
arachidonate 15 lipoxygenase oxygen= 
ation lipoprotein 213: 251 
cell DNA formation topoisomerase 
inhibitor 216: 177 
cytosol protein myristoyltransferase 
214: 853 
epithelium nuclear matrix purifn 
212: 573 


metab math model 217: 457 
Mammalian 
cell phage T7 promoter transcription 
217: 387 
Mammar 
macroglobulin formation cortisol 
214: 803 
Manganese 
aminopeptidase specificity Strepto= 
myces 212: 107 
reconstitution methane monooxyge= 
nase hydroxylase Methylococcus 
217: 217 
substituted xylose isomerase EPR 
213: 1185 
Mannan 
Saccharomyces cell wall 217: | 
Mannose 
high glycoprotein membrane hepato= 
cyte hepatoma 216: 215 
specific lectin cDNA sequence ransom 
217: 123 
Mannosidase 
man9 sequence kidney human 
217: 535 
Mannosyltransferase 
protein peptide substrate Candida 
215: 845 


Man9 
mannosidase sequence kidney human 
217: 535 
MAP 
kinase insulin TPA 218: 815 
kinase kinase affinity chromatog 
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muscle 214: 459 
kinase tyrosine hydroxylase 217: 715 
MAPKAP 
kinase | 2 tyrosine hydroxylase 
217: 715 
Mapping 
DNase site human gene csis 
216: 487 
eclosion hormone gene chromosome 3 
215: 221 
gene AES TLE human 216: 343 
hydroxyphenylpyruvate dioxygenase 
gene human 213: 1081 
MAP2 
phosphoprotein dephosphorylayion 
brain - crc epilepsy 
215: 181 
protein phosphorylation hyperam= 
monemia liver failure 214: 243 
Marine 
sponge tenascin extracellular matrix 
structure 216: 255 
worm cholinesterase dimeric form 
215: 267 
Mast 
cell transacylase platelet activating 
factor 216: 835 
Math 
model mammal metab 217: 457 
Matrix 
attachment region sequence rat 
215: 777 
tyrosinase isoenzyme melanocyte 
membrane 217: 549 
Matthiola 
flavanone hydroxylase cDNA 
217: 745 
MCA™ 
E box acetylcholine receptor gene 
216: 395 
Melanocyte 
tyrosinase isoenzyme membrane 
matrix 217: 549 
tyrosinase isoenzyme MSH 217: 541 
Melon 
ethylene forming enzyme cDNA se= 
quence 212: 27 
Membrane 
aggregation binding myelin basic 
protein 211: 689 
anchor glycosylphosphatidylinositol 
PsA glycoprotein Dictyostelium 
216: 729 
ATPase epitope mors Saccharo= 
myces 212:7 
eentnataiagie ATP synthase 
reconstitution 218: 377 
basement laminin domain self assem= 
bly 216: 437 
beta amyloid peptide conformation 
Alzheimer 211: 249 
binding domain phosphatidylinositol 
phospholipase C 217: 1109 
channel proteolipid class conformation 
: 21 


endopeptidase 24 16 kidney 211: 79 

erythrocyte band 4 inositol phospholi= 
pid 211: 671 

erythrocyte PGE! receptor 
213: 1167 

oe " a kdpD sensor kinase 
217 

form i. a c550 Bacillus 
212: 499 

GSH a transduction erythrocyte 
215: 7 

me...i. cette taurocholate 
transporting glycoprotein 
214: 539 

hepatocyte PGF2 receptor 211: 163 

high mannose glycoprotein hepatocyte 
hepatoma 216: 215 


IgM protein tyrosine kinase p72syk 
213: 455 


insulin receptor complex 211: 241 
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lipid archaeal bacteriorhodopsin 
proton transport 214: 917 

lipid daunomycin interaction 
213: 1269 

lipid nisin antibacterial protonmotive 
force 212: 417 

liver cytochrome P 450 isoenzyme 
213: 805 


Methanosarcina heterodisulfide re= 
ductase complex 213: 529 

microsome glucose phosphate phos= 
phohydrolase kinetics 212: 335 

muscle heparan sulfate proteoglycan 
216: 587 

neg phospholipid interaction colicin A 
211: 625 


phosphatidylserine interaction alpha 
actinin metavinculin 213: 1009 
plasma arginine uptake yeast 
211: 683 
porin Omp34 Acidovorax 212: 129 
protein acetylglucosamine galactosyl= 
transferase Golgi liver 216: 405 
protein topoi prediction eukaryote 
213: 1333 
protein vesicle proteolysis botulin B 
217: 965 


pump carcinoma daunorubicin resist= 
ance plasma 218: 87 
synaptic vesicle VAT1 protein com= 
lex 216: 189 
thylakoid topol gene psaA protein 
214: 907 


topol cytochrome P 450 Candida 
216: 477 


tumor assocd antigen epitope anti= 
body 217: 337 
tyrosinase isoenzyme melanocyte 
matrix 217: 549 
Meprin 
A structure mol modeling 214: 215 
Metab 
control analysis enzyme regulation 
kinetics 212: 833 
control branched pathway model 
213: 625 
control unbranched pathway model 
213: 613 
flux detn C6 glioma cell 217: 457 
mammal math model 217: 457 
metabolite channeling pool size 
213: 87 
metabolite channeling pool size cor= 
rection 216: 879 
5S RNA cytosol liver 213: 1277 
Metabolic 
——, ~y control coeff theorem 
212: 7 
Metabolite 
channeling metab pool size 213: 87 
prodn increase enzyme concn 
216: 361 


Metal 
binding site xylose isomerase EPR 
3: 1185 


ion stoichiometry redox cytochrome 
oxidase 213: 1149 

Metallo 

procarboxypeptidase review 211: 381 
Metallocarboxypeptidase 

zymogen review 211: 381 
Metalloprotein 

detn Moessbauer spectrometry 

4:1 


II sequence Nereis 217: 151 
Metalloproteinase 
zinc astacin family structure function 
214: 215 
Metallothionein 
cadmium contg i sequence Helix 
216: 739 
cobalt coordination NMR 211: 235 
copper Saccharomyces cloning expres= 
sion property 212: 52 
isoform sequence Mytilus 218: 183 


pe pe 
ae expression tadpole 211: 891 
osion hormone phosphatidylinosi= 
tol hydrolysis silkworm 211: 427 
Metavinculin 
alpha actinin interaction a 
dylserine membrane 213: | 
Metformin 
wr oe TT liver pyruvate kinase 
ATP 213: 1341 
Methane 
monooxygenase hydroxylase iron 
manganese Methylococcus 
217: 217 
Methanobacterium 
methyl coenzyme M reductase isoen= 
zyme 217: 587 
methylenetetrahydromethanopterin 
dehydrogenase a formation 
mechanism 212: 2 
ER. t 
coenzyme M methyltransferase 
characterization 213: 537 
sequence gene mtrA protein 
217: 115 
Methanococcus 
hydrogenase selenocysteine contg 
subunit processing 213: 1355 
Methanosarcina 
membrane heterodisulfide reductase 
complex 213: 529 
Methyl 
coenzyme M reductase iscenzyme 
Methanobacterium 217: 587 
lactoside hydrogen bond Ricinus 
lectin 214: 677 
Methyladenine 
receptor antagonist methylaminome= 
thyladenine starfish 213: 155 
Methylamine 
dehydrogenase tryptophan trypto> 
a cytochrome c 
218: 71 
Methylasninomethyledenins 
antagonist es receptor 
starfish 213: 
aA. A. 5. 
arginine tRNA anticodon wobble 
Escherichia 216: 369 
Methylation 
HLA DRA gene lymphocyte 
218: 485 
Methylenetetrahydromethanopterin 
dehydrogenase Le formation 
mechanism Methanobacterium 
212: 255 
reductase dehydrogenase stereospeci= 
ficity coenzyme F420 214: 641 
Methylglyoxal 
glycerone glyceraldehyde phosphate 
erythrocyte 212: 101 
Methylnortestosterone 
metab aromatase horse human 
214: 569 
Methylobacterium 
methylamine dehydrogenase activity 
cytochrome c 218: 711 
Methylococcus 
methane monooxygenase hydroxylase 
iron manganese 217: 217 
Methylophilus 
ferricytochrome c heme cavity NMR 
215: 817 
Methylserine 
contg rte idolipid antigen struc 
ture M cterium 214: 395 
Methyltetrakydromethanopterin 
coenzyme M methyltransferase corri= 
noid subunit 217: 115 
coenzyme M a Meth= 
anobacterium characterization 
213: 537 
Methyltransferase 
DNA adenine specific kinetics 
218: 727 
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methyltetrahydromethanopterin 
coenzyme M corrinoid subunit 
217: 115 
methyltetrahydromethanopterin 
coenzyme M Methanobacterium 
characterization 213: 537 
Micelle 
reverse AOT isooctane catalase 
217: 567 
reverse ATPase conformer activity 
hydration 213: 757 
reverse chymotrypsin active site 
dynamics 211: 47 
reverse chymotrypsin hydration water 
activity 218: 1013 
reverse entrapment enzyme inactiva= 
tion protection 211: 73 
reversed lactate dehydrogenase dis= 
socn 212: 63 
Microsome 
acylation desatn alkenyl ether phos= 
holipid 213: 965 
carboxylesterase family acyl CoA 
thioesterase 214: 719 
glutathione transferase aggregation 
fluoroscence probe 217: 661 
liver calcium magnesium ATPase 
detn 218: 959 
liver glucose phosphatase arachido= 
nate diabetes 213: 461 
membrane glucose phosphate phos= 
~~ —— kinetics 212: 335 
Microtubule 
assocd protein squid sequence 
211: 193 
Midgut 
membrane insect ed Bacil= 
lus endotoxin 214: 77 
Milk 
oligosaccharide structure human 
215: 361 


Minor 
groove DNA Hoechst 33258 211: 437 
Mithramycin 
binding DNA base sequence 
215: 561 
Mitochondria 
amino acid gene PDA! Saccharomyc= 
es 218: 405 
ATP formation mechanism review 
218: 759 
ATPase activation protonmotive 
force plant 216: 565 
ATPase inhibitor protein IF1 receptor 
215: 487 
binding fo import conformation 
218: 905 


bloodstream Trypanosoma ATP 
formation 216: 75 

Fl ATPase epsilon subunit conforma= 
tion 214; 729 

heart ATP synthase 218: 377 

import electron transfer flavoprotein 
subunit 213: 1003 

import processing prechaperonin 
preornithine transcarbamylase 

11: 881 

NADH dehydrogenase gene sequence 
wheat 217: 831 

wor ADP ATP carrier liver 

15: 595 

pyrophosphatase calcium rca, 
Saccharomyces 217: 657 

yeast ribosomal — YmL trans= 
port 214; 57 

Mitogen 

activated protein kinase kinase mus= 
cle 214: 459 

activated protein kinase tyrosine 
hydroxylase 217: 715 

IGF osteoblast 218: 883 

phospholipase D activation attenua= 
tion 215: 455 

signaling hydrogen ion 213: 349 
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Mitogenesis 
endothelial cell growth factor 
212: 201 


Mixed 
lineage kinase sequence epithelium 
human 213: 701 
MLK 
mixed lineage kinase epithelium 
human 213: 701 
MLK2 
mixed lineage kinase epithelium 
human 213: 701 
MobA 
protein plasmid DNA cleaving joining 
217: 929 
Mobilization 
plasmid RSF1010 MobA protein 
217: 929 
Model 
metab control branched pathway 
213: 625 
metab control unbranched pathway 
213: 613 
myosin rod conformation unfolding 
refolding 218: 1049 
protein DNA binding cation anion 
218: 469 
Modeling 
mol meprin A structure 214: 215 
Moessbauer 
spectrometry metalloprotein detn 
ra 


Mol 
cloning lipoxygenase gene human 
: 845 


evolution biotin dependent carboxy= 
lase 215: 687 
modeling beta lactamase antibiotic 
interaction 217: 61 
modeling meprin A structure 
214: 215 
Mollusk 
GTP binding protein rab sequence 
217: 241 
Molten 
globule conformation creatinase col= 
lapsed state 213: 1225 
Molybdenum 
iron cofactor incorporation nitroge= 
nase 3 215: 25 
iron protein P cluster Azotobacter 
212: 51 


Molybdoferredoxin 
iron sulfur cluster redox EPR 
212: SI 
Monoblast 
plasma membrane interleukin 6 pro= 
tease 215: 825 
Monoclonal 
antibody gastric lipase 211: 99 
antibody Leishmania acid phospha= 
tase lipophosphoglycan 217: 603 
antibody potassium channel 
216: 871 
IgG acetylcholinesterase hydrophobic 
anchor subunit 215: 333 
Monocyte 
adhesion endothelium phospholipase 
A2 atherosclerosis 217: 723 
proteoglycan link protein degrdn 
212: 87 


Monodehydroascorbate 
reductase K562 cell 218: 1057 
Monooxygenase 


cytochrome P 450 IAI IIBI 215: 373 


fatty acid electronic transition Bacil= 
lus 213: 683 

methane hydroxylase iron manganese 
Methylococcus 217: 217 

monophenol isoenzyme melanocyte 
217: 549 


P 450 3A4 variant comparison 
218: 355 

peptidylglycine amidating AEII 
mRNA frog 213: 93 
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peptidylglycine mom og diversi= 
ty Xenopus tissue 214: 811 
phenylalanine active site iron water 
211: 259 
side chain cholesterol substrate spe= 
cificity 217: 209 
Monophenol 
monooxygenase isoenzyme melanocyte 
217: 549 


Monophosphatase 
inositol mechanism inhibition cation 
site 217: 281 
Monoraphidium 
cytochrome c6 sequence heme coordi= 
nation 216: 329 
Monotreme 
protamine gene evolution 218: 457 
a 
gene Hox regulation vertebrate review 
212: 273 
Mouse 
adenosylmethionine decarboxylase 
sequence 215: 247 
ATPase gene promoter regulatory 
element 218: 195 
collagen X gene Coll0al sequence 
213: 99 


galactoside sialyltransferase cDNA 
sequence 216: 377 

gelatinase B = sequence 218: 129 

glycoprotein PC! nucleotide phospho= 
diesterase sequence 217: 421 

human AES protein cDNA sequence 
216: 343 

lipoprotein receptor estrogen tran= 
scription 216: 527 

octamer binding protein specificity 
217: 799 

PCNA antigen gene promoter element 
218: 173 

peptidylarginine deiminase sequence 
215: 677 


protein BM 90 sequence binding 
215: 733 


mRNA 
alc sorbitol dehydrogenase tissue 
215: 497 


alternative splicing interalpha trypsin 
inhibitor 218: 283 

aromatase alternative splicing human 
213: 383 

beta actin ee protein cytoskele= 
ton 212: 217 

cannabinoid receptor expression 
human leukocyte 214: 173 

codon anticodon glycine specific 
tRNA 217: 131 

CRABP CRBP testis retinoid 
211: 835 

degrdn RNA olignucleotide RNase 
Escherichia 213: 285 

EF lalpha translation repression 
213: 919 

FABP protein multiple form heart 

15: 555 


galactoside sialyltransferase glucocor= 
ticoid receptor 211: 135 

laminin cDNA sequence human 
216: 293 

light inducible protein barley leaf 
214: 779 


muscle enolase human alternative 
splicing 214: 367 
peptidylglycine amidating monoox= 
ygenase AEII frog 213: 93 
phosphoenolpyruvate carboxykinase 
glucagon insulin liver 215: 541 
rr size expression opossum 


sialyltransferase Sprime flank transla= 
tion regulation 213: 467 

splicing adrenergic receptor adipose 
tissue 213: 1117 

translation iron regulatory factor 
aconitase 218: 657 
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MSH 
tyrosinase isoenzyme melanocyte 
217: 541 
Mucin 
oligosaccharide core glycan stomach 
217: 645 


Mucosa 
chyme glycosylphosphatidylinositol 
anchored alk phosphatase 
217: 199 
Multidrug 
resistance antitumor plasma mem= 
brane pump 218: 871 
Multienzyme 
complex subunit stoichiometry chlo= 
roplast 217: 1065 
Multiphasic 
folding conformation glutathione 
transferase Proteus 215: 741 
Mung 
bean proteinase inhibitor trypsin 
crystallog 212: 549 
Muscle 
ATP binding site ryanodine receptor 
213: 147 
contraction troponin conformation 
calcium 213: 599 
enolase gene ENO3 human correction 
218: 1095 
enolase gene ENO3 human sequence 
214: 367 
fast twitch myosin isoform 214: 157 
MAP kinase kinase affinity chromatog 
214: 459 
membrane heparan sulfate proteogly= 
can 216: 587 
myosin binding protein C isoform 
216: 661 


myosin filament conformation proteo= 
lysis 216: 89 
myosin isoform fiber type rabbit 
211: 367 
troponin myosin isoform transition 
213: 1039 
Mussel 
metallothionein isoform sequence 
218: 183 
Mutant 
deletion heat shock protein Drosophi= 
la 215: 277 
Mutase 
bisphosphoglycerate active site argi= 
nine histidine 213: 493 
Mutation 
alpha amylase active site Bacillus 
211: 899 
beta lactamase TEM1 Pseudomonas 
217: 939 


cloning urocanase gene Pseudomonas 
217: 429 


collagen I gene osteogenesis imperfec= 
ta 211: 415 217: 77 

cytochrome c oxidase Saccharomyces 
213: 129 

gene TPK protein kinase activity 
213: 501 


interleukin |beta partial agonist 
211: 583 

ornithine speetengians gene tumor 
214: 837 

protein engineering .- oe ther= 
mostability 211: 

ribosome binding ~ ida 
212: 777 

roulette flavodoxin Klebsiella 
217: 395 


sequence gene GGS1 Kluyveromyces 
217: 701 


Myasthenia 
gravis cholinoceptor immunogenic 
region analog 211: 227 
Mycobacterium 
glycopeptidolipid antigen 215: 859 
methylserine contg —— 
antigen structure 214: 395 
mycoside B intermediate 212: 705 
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Mycoside 
B —— Mycobacterium 
212: 7 
Myelin 
basic protein membrane binding 
aggregation 211: 689 
Myeloperoxidase 
peroxynitrite 215: 767 
Myoglobin 
heme pocket heart sperm whale 
214: 405 
Myohemerythrin 
structure homol metalloprotein II 
Nereis 217: 151 
Myosin 
binding actin site 215: 17 
binding protein C cDNA sequence 
216: 661 


filament conformation proteolysis 
muscle 216: 89 
isoform fast twitch muscle 214: 157 
isoform fiber type rabbit muscle 
211: 367 
isoform transition muscle 213: 1039 
nonmuscle isoform tissue 213: 5 
photochem crosslinking F actin 
213: 1243 
regulatory light chain sequence earth= 
worm 211: 341 
rod conformation unfolding refolding 
model 218: 1049 
Myristoyltransferase 
protein leukemia cell cytosol 
214: 853 
Mytilus 
sequence metallothionein isoform 
218: 183 


M13 
virus gene V protein domain 
216: 507 


NAD 

alc meg lysine glycation 
liver 215: 567 

cytochrome hé6f chloroplast 218: 397 

deriv adenine modified lactate dehy= 
drogenase 213: 947 

glutamate dehydrogenase binding 
mechanism 213: 935 

NADH 

dehydrogenase gene sequence mito= 
chondria wheat 217: 831 

oxidase gene sequence Thermus cor= 
rection 211: 909 

peroxidase conformation mechanism 
Enterococcus 211: 221 

rubredoxin oxidoreductase Desulfovi= 
brio 216: 443 

ubiquinone oxidoreductase Aspergil= 
lus overflow catabolism 216: 223 

DP 


binding dihydrofolate reductase 
mechanism 215: 
ferredoxin reductase substrate site 
lysine 216: 57 
malate dehydrogenase redn activation 
cysteine 217: 189 
malic enzyme monomer tetramer 
immobilization 213: 1159 
NADPH 
cytochrome reductase phosphatidylse= 
rine phosphatidylinositol liver 
218: 1021 
oxidase activation sigma! protein 
macrophage 217: 441 
oxidase neutrophil activation arachi= 
donate 211: 157 
oxidase neutrophil tosylphenylalanine 
chloromethane 218: 83 
oxidase small G protein GTPase 
216: 813 
Naja 
cardiotoxin CTX IIb structure 
213: 891 
neurotoxin II conformation 
213: 1213 


Natural 
killer lymphocyte lectin binding oligo= 
saccharide 213: 1303 
Nef 
protein oligomerization HIV 
4: 451 


Neoplasm 
glutathione transferase i oe 
drug resistance 217: 671 
HI histone gene promoter sequence 


Nephrops 
subunit organization gap junction 
213: 21 
Nereis 
metalloprotein II sequence 217: 151 
Nerve 
glutamatergic terminal review 
212: 613 


Neurofilament 
L assembly tail domain 212: 565 
Neuropeptide 
hyperglycemic + jen ses 
quence 211: 
ae Lt 24 16 kidney 
Il: 


Neurosecretion 
habituation cAMP receptor adapta= 
tion 217: 259 
Neurotensin 
—s endopeptidase 24 16 kidney 
11: 79 


Neurotoxin 
Il Naja conformation 213: 1213 
phospholipase A2 snake venom 
211: 57 


Neurotrophin 
3 receptor retina embryo chicken 
211: 789 


Neutrophil 
calcium influx complement C3a 
217: 289 
chemoattractant inflammatory exud= 
ate CINC related 214: 267 
NADPH oxidase activation arachido= 
nate 211: 157 
NADPH oxidase tosylphenylalanine 
chloromethane 218: 83 
peptide defensin antiadrenocortico= 
tropin 216: 653 
respiration G protein arachidonate 
218: 669 
Newborn 
glucokinase gene expression glucose 
15: 883 


intestine arginine metab 216: 109 
Nicotinamide 
nucleotide transhydrogenase inhib= 
ition photosynthetic bacteria 
211: 663 
nucleotide transhydrogenase Rhodos= 
pirillum chromatophore 217: 763 
Nicotinic 
receptor immunogenic region struc= 
ture 211: 227 
receptor physostigmine binding site 
216: 671 


Nidogen 
entactin ascidian 
proteolysis 217: 87 
Nigerythrin 
iron cluster Desulfovibrio 212: 237 
Nisin 
antibacterial protonmotive force 
membrane lipid 212: 417 
gene cluster sequence Lactococcus 
216: 281 


uence 213: 11 


Nitrate 
reductase Synechococcus thylakoid 
membrane pea 214: 533 
Nitric 
oxide endothelin liver Ito cell 
213: 815 


oxide prodn macrophage tetrah _ 
biopterin biosynthesis 213: 
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oxide synthase cDNA sequence rat 
217: 37 


oxide synthase structure conformation 
antibody 215: 80 
Nitrile 
hydratase gene coupled amidase 
Rhodococcus 217: 327 
Nitrite 
reductase cytochrome cd! Thiospha= 
era 212: 377 
reductase electron transfer kinetics 
Desulfovibrio 212: 79 
Nitrobenzoxadiazoly! 
colcemid colchicine site tubulin fluo= 
rometry 212: 387 
Nitrogenase 
molybdenum iron protein P cluster 
212: 51 


3 incorporation iron molybdenum 
cofactor 215: 25 
Nitrosodimethylaniline 
alc dehydrogenase Amycolatopsis 
212: 819 


Nitrous 
oxide reductase gene sequence Para= 
coccus 218: 49 
oxide reductase Thiosphaera 
212: 467 


NMR 

coordination cobalt metallothionein 
211: 235 

cytochrome c heme electronic struc= 
ture 211: 563 

ferricytochrome c heme cavity Methy= 
lophilus 215: 817 

flavodoxin Desulfovibrio conformation 
213: 167 

Hb alpha chain zinc protoporphyrin 
214: 383 

high potential iron sulfur protein 
212: 69 


Jun protein leucine zipper domain 
214: 415 


oligosaccharide human milk 215: 361 
sequence dendrotoxin I 211: 813 
spectrometry carbon13 nitrogen! 5 
glutaredoxin glutathione 218: 327 
spectrometry proton reduced hemo= 


rotein 215: 431 

sPOl oe transcription 
factor | 213: 865 

structure PTH 215: 315 

superoxide dismutase copper coordi= 
nation histidine 213: 391 


heme pocket myoglobin conformation 
214: 405 


spectroscopy cytochrome P450 deoxy= 
myoglo A 215: 431 
Nomenclature 
amino acid peptide correction 213: 2 
electron transfer protein enzyme 
correction 213: 2 
enzyme kinetics correction 213: 1 
Nonmuscle 
myosin isoform tissue 213: 5 
—_ herical 
orm alpha crystallin 217: 143 
seminaeaiite 
glycogenolysis liver protein kinase 
217: 305 


Norbufalin 
deriv eye lens cataract 216: 261 
Norepinephrine 
we xo malic enzyme gene 
| 
Notechis 
phospholipase A2 notexin recombi= 
nant 212: 441 
Notexin 
phospholipase A2 Notechis recombi= 
nant 212: 441 
Nuclear 
matrix purifn Physarum mammal 
epithelium 212: 573 
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Nuclease 
radiation DNA thymocyte apoptosis 
215: 893 
Nucleophile 
binding chymotrypsin acyltransfer 
kinetics 217: 955 
Nucleotide 
binding site ATPase 218: 823 
dependent conformation G actin 
211: 731 
phosphodiesterase glycoprotein PC1 
soluble form 217: 421 
phosphodiesterase mechanism alc 
esterification venom 213: 1139 
Nucleotidy! 
donor 212: 263 
Nucleus 
liver exonuclease 217: 493 
9 


sialidase influenza virus antibody 
binding 217: 319 


antigen polysaccharide Escherichia 
213: 859 
antigen polysaccharide Fusobacterium 
structure 212: 801 
specific polysaccharide structure 
lipopolysaccharide Hafnia 
213: _ 
Octadeceny 
lysophos Y satidyicholine analog acyla= 
tion desatn plant 213: 965 
Octadeoxyribonucleotide 
crystal structure 213: 673 
Octamer 
binding protein specificity mouse 
217: 799 


Okadaate 
eT — p28 keratino= 
cyte 213 
Okadaic 
acid hepatocyte autophagy 215: 113 


e 

e I allergen sequence Olea 216: 863 
Olea 

Ole ¢ I allergen sequence 216: 863 
Oleate 

response element peroxisome yeast 

transcription 214: 323 

Olignucleotide 


RNA mRNA degrdn RNase Escheric= 


hia 213: 285 
Oligodeoxyribonucleotide 
antisense psoralen herpesvirus viru= 
cide radiosensitizer 216: 19 
Oligomerization 
Nef protein HIV 214: 451 
Oligonucleotide 
antisense prorenin gene expression 
transformation 212: 347 
Oligosaccharide 
biantennary inhibition lectin 
216: 789 
binding natural killer lymphocyte 
lectin 213: 1303 
bisphosphate Escherichia lipopolysac= 
charide Chlamydia antigen 
214: 703 
C reactive protein Limulus 214: 99 
core glycan mucin stomach 217: 645 
dolichol metab cell attachment growth 
215: 873 
glycoprotein zona pelucida 214: 763 
glycosylphosphatidylinositol anchor 
Tc85 glycoprotein 217: 597 
RNase B glycoform conformation 
dynamics 218: 239 
sialylated erythropoietin 213: 39 
sialylated structure respiratory mucus 
glycoprotein 211: 491 
structure human milk 215: 361 
structure lipase pancreatic juice 
216: 799 
structure phospholipase A2 honeybee 
venom 213: 1193 
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structure plasminogen activator chim= 
era 212: 639 
structure saposin spleen 215: 171 
structure teichoate Streptococcus 
215: 851 
structure Vibrio lipid A 218: 543 
vitronectin 218: 797 
Olive 
tree pollen allergen sequence 
216: 863 
Oncoprotein 
cMyb DNA domain conformation 
216: 147 
Operon 
gcv enzyme sequence Escherichia 
216: 539 
lac promoter enzyme control analysis 
211: 181 


pyruvate kinase phosphofructokinase 
gene Bacillus 211: 851 
Opiate 
specificity endopeptidase 24 16 kidney 
211: 79 


Opossum 
protamine gene sequence expression 
215: 63 
Orchid 
twayblade agglutinin carbohydrate 
binding 217: 677 
Or 


gan 
dehydroepiandrosterone sulfotransfer= 
ase 211: 539 
intestinal trefoil factor receptor 
212: $57 
nonmuscle myosin isoform 213: 5 
Ornithine 
carbamoyltransferase allosteric kinet= 
ics glutamate mutation 215: 833 
decarboxylase degrdn reticulocyte 
proteasome 213: 205 
decarboxylase — regulation 
polyamine 215: 7 
decarboxylase gene oe tumor 
214: 837 
decarboxylase homodimer formation 
essential glycine 218: 245 
Ornithorhynchus 
protamine sequence 218: 457 
Osteoblast 
osteocalcin formation calcitriol IGF 
218: 883 
Osteocalcin 
formation osteoblast calcitriol IGF 
218: 883 
Osteogenesis 
— — I gene mutation 
211: 415 217: 77 
Osteonectin 
protein chicken embryo 218: 117 
Overhauser 
spectrometry reduced hemoprotein 
215: 431 
Oviduct 
lectin cDNA sequence Pleurodeles 
213: 901 
Ovulation 
plasminogen activator system gonado= 
tropin 214: 147 
Oxidase 
amino acid protein Malpha Chlamy= 
domonas 215: 351 
amino acid Trigonopsis cysteine 
218: 735 


cytochrome bo active site binding 
212: 657 

cytochrome c metal stoichiometry 
redox 213: 1149 

cytochrome c mutation Saccharomyc= 
es 213: 129 

cytochrome c proton slippage Para= 
coccus 212: 827 

cytochrome c subunit fetus 
217: 1099 

cytochrome spectrometry respiratory 
mutant Saccharomyces 213: 137 
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cytochrome subunit V promoter se= 
quence 211: 411 

dopamine melanocyte MSH 217: 541 

glucose Pleurotus 215: 747 

glycolate active site tyrosine role 
213: 1047 

hydroxy acid sequence rat kidney 
214: 17 


liver peroxisome permeability 
218: 75 

NADPH activation sigma! protein 
macrophage 217: 44 

NADPH neutrophil activation arachi= 
donate 211: 157 

NADPH neutrophil tosylphenylala= 
nine chloromethane 218: 83 

NADPH small G protein GTPase 
216: 813 


pyranose Peniophora 214: 795 
Oxidative 
activation tienilic acid cytochrome 
yeast 213: 223 
phosphorylations glucose metab Sac= 
charomyces 214: 163 
stress antioxidant review 215: 213 
stress peroxide hepatocyte 211: 449 
Oxidoreductase 
aldehyde Desulfovibrio crystal struc= 
ture 215: 729 
dimethylnaphthoquinone stereospeci= 
ficity coenzyme F420 214: 641 
NADH rubredoxin Desulfovibrio 
216: 443 
NADH ubiquinone Aspergillus over= 
flow catabolism 216: 223 
ubiquinol cytochrome c Saccharomyc= 
es 215: 601 


° 
acid dehydrogenase gene sequence 
Bacillus 213: 1091 
Oxoacyl 
CoA thiolase gene sequence Yarrowia 
216: 607 
Oxocholesterol 
cholesterol hydroxylase liver 
215: 705 
Oxocyclohexanecarboxylate 
desaturase Corynebacterium 
218: 997 
Oxocyclohexenecarboxylate 
desaturase Corynebacterium 
218: 997 
Oxopentenetricarboxylate 
decarboxylase hydroxyheptadiened= 
ioate isomerase sequence Escheric= 
hia 217: 575 
Oxoprolylglutamylprolinamide 
extended form semen human 
212: 35 
Oxygen 
regulation catalase peroxidase gene 
promoter 214: 251 
Oxygenase 
heme gene heat shock element 
212: 167 


heme gene transcription spermatogen= 
esis 217: 633 
heme liver regulation heme 213: 909 
porphobilinogen activity hemin struc= 
ture 218: 251 
Oxygenation 
lipoprotein mammal arachidonate 15 
lipoxygenase 213: 251 
Oxytocin 
receptor sequence pig 215: | 


cluster molybdenum iron protein 
Azotobacter 212: 51 

450 3A4 variant activity stability 
218: 355 

PACAP 

GH releasing hormone precursor 
sequence 215: 439 

1 receptor brain purifn 217: 823 
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Pacifastacus 
CP protein hemolymph clotting 
213: 591 
PAF 
macrophage G protein arachidonate 
213: 295 


PAI2 
polymn 218: 1071 
Pancreas 
cholecystokinin receptor heterogeneity 
212: 529 
human glutamate decarboxylase 
sequence 212: 597 
phospholipase A2 lysine acylation 
216: 519 


trypsin inhibitor interaction protein 
HBP 214: 271 
Pancreatic 
juice lipase glycosylation pancreatitis 
216: 807 
juice lipase oligosaccharide structure 
216: 7 
Pancreatitis 
chronic lipase glycosylation variant 
216: 807 


Papain 
chymopapain thermostability papaya 
214: 129 


Papaya 
cysteine proteinase thermostability 
214: 1 
Paracoccus 
cytochrome c oxidase proton slippage 
212: 827 
methylamine dehydrogenase activity 
cytochrome c 218: 711 
nitrous oxide reductase gene sequence 
749 


Parallel 
alpha beta conformation protein 
NMR 215: 573 
Paraoxonase 
K45 protein high density lipoprotein 
211: 871 


Parathormone 
related peptide parathyroid hormone 
structure 215: 315 
related protein conformation struc= 
ture activity 211: 205 
related protein human prodn Saccha= 
romyces 213: 641 
Parathyroid 
hormone fragment conformation 
215: 315 
Parsley 
chitinase isoenzyme 213: 419 
Parvalbumin 
tissue 215: 719 
NA 
antigen gene promoter element mouse 
218: 173 


PCI 
glycoprotein nucleotide phosphodiest= 
erase soluble form 217: 421 
PC12 
cell human cytochrome P450 gene 
214: 735 


Pea 
carbonic anhydrase purifn kinetic 
characterization 218: 439 
chloroplast single stranded binding 
protein 211: 171 
T protein glycine decarboxylase com= 
plex 217: 377 
thylakoid membrane nitrate reductase 
Synechococcus 214: 533 
Pectinatus 
lipopolysaccharide disaccharide 
213: 377 
Penicillin 
transacylase amidase gene penDE 
Penicillium 215: 323 
Penicillium 
gene penDE isopenicillin acyltransfer= 
ase 215: 323 


Peniophora 
pyranose oxidase 214: 795 
Pentamidine 
DNA binding 213: 1175 
Pentose 
pathway flux group transferring en= 
zyme 213: 477 
Pepsinogen 
A activation intermediate stability 
217: 137 
A gene promoter sequence 213: 1283 
Peptidase 
—— 1 gastrointestinal hormone 
degrdn serum 214: 82 
Peptide 
amide synthase aoe tissue spe= 
cificity 214: 811 
— “¥ nomenclature correction 
13: 
analog binding cholinoceptor immu= 
nogenic region 211: 227 
antibacterial intestine oa inhibi= 
tory ee pune 216: 6 
beta amyloi pane ne re 
Alzheimer 211: 249 
cathepsin E specificity 216: 717 
chain release factor tRNA synthetase 
212: 457 
cysteine rich assay 211: 377 
defensin neutrophil antiadrenocorti= 
cotropin 216: 653 
DIP characterization 216: 429 
inhibitor thrombin platelet aggrega= 
tion calpain 214: 233 
—s influx gene Lymnaea sequence 
15: 3 
substrate protein ma ia cccnanes 
Candida 215: 8 
synthesis aminopeptidase A Staphylo= 
coccus 211: 
TRH like Lawh semen 212: 35 
ZF zinc finger intestine 211: 377 
Peptidylarginine 
deiminase mouse sequence 215: 677 
Peptidylglycine 
amidating 1% AEIl 
mRNA frog 213: 93 
hydroxylating ft diversi= 
ty Xenopus tissue 214: 811 
Peptidylhydroxyglycine 
lyase mol diversity Xenopus tissue 
214: 811 
Peptidylproline 
isomerase family prokaryote euka= 
ryote review 216: 689 
Peptidyltransferase 
interleukin 6 monoblast plasma mem= 
brane 215: 825 
Perchlorate 
soluble protein cDNA sequence rat 
212: 665 


Peripheral 
CCK receptor review 215: 513 
Permeability 
mitochondria liver ADP ATP carrier 
215: 595 
peroxisome liver oxidase 218: 75 
Peroxidase 
activity hemin structure 218: 251 
catalase gene —— sequence Rhodo= 
bacter 214: 251 
cDNA sequence Coprinus 213: 605 
folding ——s orseradish 
212: 2 
éantien lipid doxorubicin antitu= 
mor resistance 211: 141 
glutathione S transferase sequence 
Arabidopsis 216: 579 
lignin kinetics Phlebia 211: 391 
NADH conformation mechanism 
Enterococcus 211: 221 
peroxynitrite 215: 767 
Peroxide 
hepatocyte oxidative stress 211: 449 
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Peroxisome 
permeability liver oxidase 218: 75 
proliferator growth factor receptor 
phosphorylation 215: 903 
yeast transcription oleate response 
element 214: 323 
Peroxynitrite 
myeloperoxidase lactoperoxidase 
peroxidase 215: 767 
myeloperoxidase lactoperoxidase 
peroxidase correction 216: 881 
Pertussis 
toxin conformation T cell epitope 
217: 171 
toxin subunit receptor 211: 743 
Petroselinum 
exochitinase endochitinase isoenzyme 
elicitor parsley 213: 419 
El 


receptor erythrocyte membrane 
213: 1167 
PGE2 
formation phospholipase cell surface 
218: 
PGF2 
glycogenolysis liver protein kinase 
217: 305 
phospholipase D 215: 455 
receptor hepatocyte membrane 
211: 163 


albumin conformation unfolding 
histidine 212: 811 
Phage 
P22 tailspike endorhamnosidase 
amino domain 215: 653 
T7 promoter transcription mammalian 
cell 217: 387 
Phenol 
hydroxylase mechanism regioselectivi= 
ty kinetics Trichosporon 218: 345 
Phenylalanine 
monooxygenase active site iron water 
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Phosphate 


alc dehydrogenase lysine glycation 
215: 567 

guanosine bisphosphate complex 
RNase T! 211: 311 

inositol metabolite Entamoeba 
214: 711 

starvation RNase LX sequence toma= 
to 214: 627 

trehalose synthase component bakers 
yeast 216: 841 


Phosphatidate 


formation erythrocyte phosphatidyl= 
choline phospholipase D 213: 367 


Phosphatidylcholine 


bacteriorhodopsin interaction struc= 
ture 218: 385 

fatty acid cytochrome P 450 
215: 373 


formation regulation hepatocyte 
214: 927 

membrane myelin basic protein 
211: 689 

phospholipase D erythrocyte phos= 
phatidate formation 213: 367 


Phosphatidylinositol 


hydrolysis eclosion hormone meta= 
morphosis silkworm 211: 427 

kinase erythropoietin receptor 
216: 82 

NADPH cytochrome reductase liver 
218: 1021 

phospholipase C isoenzyme functional 
domain 217: 1109 

specific phospholipase C active site 
213: 339 


Phosphatidylserine 


membrane aggregation myelin basic 
protein 211: 689 

membrane interaction alpha actinin 
metavinculin 213: 1009 

NADPH cytochrome reductase liver 
218: 1021 
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tion 218: 807 

A2 lysine acylation pancreas 
216: 519 

A2 lysophospholipase activity cytosol 
mammal 218: 629 

A2 monocyte adhesion endothelium 
atherosclerosis 217: 723 

A2 neurotoxin snake venom 211: 57 

A2 notexin Notechis recombinant 
212: 44 

A2 oligosaccharide structure honeybee 
venom 213: 1193 

A2 platelet activation arachidonate 
216: 169 

A2 stomach guinea pig 215: 81 

C phosphatidylinositol isoenzyme 
functional domain 217: 1109 

C phosphatidylinositol specific active 
site 213: 339 

D activation attenuation mitogen 
215: 455 

D activation GTP cytosol factor 
215: 389 

D phosphatidylcholine erythrocyte 
phosphatidate formation 213: 367 

D tumor necrosis factor cytotoxicity 
212: 491 


Phospholipid 


alkenyl ether acylation desatn micro= 
some 213: 965 

Escherichia colicin translocation 
channel activity 213: 217 

factor 1X conformation cation 
212: 339 

fusion liposome sperm 217: 1001 

giycoinositol Trypanosoma 218: 929 

inositol band 4 erythrocyte membrane 
211: 67 

inositol platelet ADP fibrinogen 
216: 231 

membrane cholesterol myelin basic 
protein 211: 689 

membrane neg interaction colicin A 


211: 259 Phosphocholine 211: 625 
tryptophan HBsu protein conforma= cytidylyltransferase expression hepa= Phosphoneuroprotein 
tion Bacillus 217: 849 tocyte 214; 927 14 sequence cattle brain 217: 1057 
Pheromone Phosphodiesterase Phosphoprotein 
plasmid pAD1 aggregation gene traE1 nucleotide ? PC! soluble MAP2 dephosphorylayion brain hip= 
214: 333 form 217: 421 pocampus epilepsy 215: 181 
sex aggregation substance Enterococ= nucleotide itn alc esterifica= phosphatase 2A interaction T antigen 
cus 211: 711 tion venom 213: 1139 214: 281 
Phlebia Phosphoenolpyruvate tyrosine a specificity T 
lignin peroxidase kinetics 211: 391 carboxykinase mRNA glucagon insulin cell 211: 289 
Phorbol liver 215: 541 Phosphoribulokinase 
ester TPA phospholipase D 215: 455 Phosphoenzyme activation thioredoxin enzyme com= 
Phosphatase intermediate phosphotyrosine protein plex chloroplast 217: 1075 
acid lipophosphoglycan Leishmania phosphatase cysteine 214: 647 stoichiometry multienzyme complex 
monoclonal antibody 217: 603 Phosphofructokinase spinach chloroplast 217: 1065 
acid purple Moessbauer kidney bean sequence Bacillus 211: 851 Phosphorylase 


214: 313 

alk differentiation retinoid prepn 
Structure 212: 13 

cell wall soybean 211: 297 

eEF2 dephosphorylation 213: 689 

glucose arachidonate liver microsome 
diabetes 213: 461 

inhibitor hepatocyte autophagy oka= 
daic acid 215: 113 

inositol kinetics mechanism brain 
212: 693 

phosphoprotein 2A interaction T 
antigen 214: 281 

phosphotyrosine protein active sub= 
Strate site 214: 647 

protein PPQ Saccharomyces 
218: 689 

protein | inhibitor 2 chaperone 
213: 1055 


protein | isoform sequence Drosophila 
212: 177 

trehalose gene TSS! Saccharomyces 
216: 849 

trehalose phosphate sequence Saccha= 
romyces 212: 315 

trehalose regulation bakers yeast 

6: 841 


— 


structure yeast proteolysis 217: 527 
Phosphoglucose 
isomerase mutation suppression yeast 
217: 469 
Phosphoglycerate 
— structure function review 
16: 1 
kinase yeast affinity labeling 
212: 719 


Phosphohydrolase 
glucose mg kinetics microsome 
membrane 212: 335 
Phosphoinositide 
platelet activation ADP fibrinogen 
216: 231 


Phospholipase 
A arachidonate phosphorylation 
macrophage bacteria 213: 81 
A2 active site arginine role 213: 517 
A2 cDNA sequence guinea pig 
215: 91 
A2 conformation inhibitor stereospec= 
ificity 215: 531 
A2 crotoxin complex stability 
14: 491 
A2 extracellular prostaglandin forma= 


glycogen imidazole citrate amino 
acid 215: 761 

slycogen prostaglandin E2 hepatocyte 
218: 1083 


thymidine —— cell growth 
factor 212 


Phosphorylated _ 


tyrosine hydroxylase inactivation 
ascorbate 218: 363 


Phosphorylation 


epidermal growth factor receptor 
ciprofibrate 215: 903 
ae — 4alpha T lymphocyte 


Lt A arachidonate macro= 
phage bacteria 213: 81 
phosphoneuroprotein 14 brain 
217: 1057 
pigment arrestin photoreceptor blow= 
fly 216: 67 
posttranslational tubulin erythrocyte 
218: 107 
protein oe ion signaling 
13: 3 


protein il ISPK1 212: 581 
protein MAP2 hyperammonemia 
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liver failure 214: 243 

protein p28 keratinocyte TPA okad= 
aate 213: 1101 

rhodopsin activation mechanism 
rhodopsin kinase 213: 881 

serum response factor carboxy termi= 
nus 216: 469 

site casein kinase a 218: 515 

site lamin AC 213: 

site —— Pneat vo factor 2 
213: 689 


translation factor eEF2 ribosome 
complex 215: 291 
tyrosine hydroxylase conformation 
ascorbate binding 218: 363 
tyrosine hydroxylase MAP MAPKAP 
kinase 217: 715 
Phosphorylations 
oxidative glucose metab Saccharo= 
myces 214: 163 
Phosphotyrosine 
protein phosphatase active substrate 
site 214: 64 
Photochem 
crosslinking F actin myosin 
213: 1243 
Photoreceptor 
arrestin Korie o7 phosphorylation 
blowfly 216: 6 
Photosynthetic 
bacteria nicotinamide nucleotide 
transhydrogenase inhibition 
211: 663 
Photosystem 
I Anabaena plastocyanin cytochrome 
photooxidn 213: 1133 
I reaction center protein PSIA 
214: 907 
II carotene binding protein 212: 297 
Phycocyanobilin 
apophytochrome B adduct 215: 587 
Phycoerythrin 
crystal structure Porphyridium 
218: 103 
Physarum 
actin a kinase purifn sequence 
214: 1 
nuclear aia purifn 212: 573 
Physostigmine 
binding site nicotinic receptor 
216: 671 
Phytochrome 
Cab gene expression bean 211: 127 
PHYB apo phycocyanobilin adduct 
215: 587 
Phytotoxicity 
sulfur dioxide sulfitolysis thioredoxin 
glutaredoxin 211: 609 
Pichia 
glucose phosphate dehydrogenase 
sequence structure 212: 41 
Pig 
aldose reductase sequence 218: 893 
brain guanylate kinase sequence 
213: 263 


interleukin | beta gene sequence 
217: 45 

intestine antibacterial peptide 3910 
216: 623 

vasopressin V2 receptor sequence 
215: 1 


Pigment 
conformation chlorophyll ab binding 
protein 215: 809 
phosphorylation arrestin photorecep= 
tor blowfly 216: 67 
Pisum 
chloroplast NADP malate dehydroge= 
nase sequence 217: 189 
Pituitary 
brain dopamine D2 receptor Xenopus 
213: 1349 
endoplasmic reticulum preprosoma= 
tostatin processing 218: 1063 


Eur. J. Biochem., Vols. 211-218, 1993 


PiZ 
alphal antitrypsin mutant metab 
213: 271 


Placenta 
cardiac fatty acid binding protein 
211: 725 


hydroxyprostaglandin dehydrogenase 
monomer 214: 67 
methylnortestosterone metab horse 
human 214: 569 
Plant 
bacteria thioredoxin glutaredoxin 
sulfitolysis 211: 609 
lysophosphatidylcholine octadecenyl 
analog acylation desatn 213: 965 
mitochondria ATPase activation 
protonmotive force 216: 565 
Plasma 
K45 protein HDL 211: 871 
membrane arginine uptake yeast 
211: 683 
membrane monobiast interleukin 6 
protease 215: 825 
RNase 4 sequence human 217: 401 
Plasmid 
pheromone pAD1 aggregation gene 
traEl 214: 333 
RSF1010 mobilization MobA protein 
217: 929 
Plasminogen 
activator chimera oligosaccharide 
structure 212: 639 
activator fibrin binding 216: 549 
activator inhibitor trophoblast trans= 
glutaminase substrate 214: 141 
activator inhibitor 2 polymn 
218: 1071 
activator — lipid mobility 
215: 867 


activator system gonadotropin ovula= 
tion 214: 147 
activator tissue urokinase structure 
specificity 213: 437 
multiple forms interaction staphyloki= 
nase 21 
Plasmodium 
malaria transferase glycan erythrocyte 
infection 216: 779 
Plastocyanin 
Anabaena photooxidn photosystem | 
213: 1133 
gene sequence barley 217: 97 
Platelet 
activating factor endothelium bacteria 
porin 214: 685 
activating factor mast cell transacy= 
lase 216: 835 
activating factor tyrosine kinase 
216: 639 
activation phospholipase A2 arachido= 
nate 216: 169 
aggregation lactotransferrin receptor 
213: 1205 


aggregation thrombin calpain peptide 
inhibitor 214: 233 

arachidonate lipoxygenase specificity 
product leukocyte 218: 165 

derived endothelial cell growth factor 
212: 201 

derived growth factor phospholipase D 
215: 455 


G protein thrombin receptor prosta= 
cyclin 216: 81 

histidine tagged recombinant lipox= 
ygenase 214: 845 

inositol phospholipid ADP fibrinogen 
216: 231 


lipid mobility plasminogen activator 
215: 867 


Platinum 
antitumor DNA cleavage restriction 
enzyme 216: 183 
Pleurodeles 
lectin cDNA sequence 213: 901 


Pleurotus 
glucose oxidase 215: 747 
Pneumocystis 
gene fas trifunctional enzyme 
216: 449 


Pollen 
allergen isoform hazel 212: 355 
allergen olive tree sequence 216: 863 
PolyADPribose 
polymerase gene US| element rat 
215: 73 


Polyamine 
adenosylmethionine decarboxylase 
regulation cell 214: 671 
buffer ribosome dissocn pressure 
218: 463 
cell proliferation inhibition 217: 89 
complex alpha lactalbumin conforma= 
tion 218: 303 
ornithine decarboxylase feedback 
regulation 215: 753 
Polyhydroxyalkanoate 
depolymerase gene Pseudomonas 
218: 701 
Polyisoprene 
formation Hevea prenyl transferase 
218: 267 
Polymerase 
DNA I Klenow arginine role 214: 59 
DNA Tca Thermus 214: 135 
polyADPribose gene US1 element rat 
215: 73 
Polymn 
plasminogen activator inhibitor 2 
218: 1071 
site fibrinogen gamma chain 
218: 321 
Polymorphism 
eclosion hormone gene 215: 221 
Polymorphonuclear 
granulocyte cytosol LNPI elastase 
inhibitor 217: 519 
Polyomavirus 
T antigen interaction phosphatase 
2A 214: 281 
ap am es 
enosine luciferase promoted syn= 
thesis 212: 263 
Polysaccharide 
capsule Klebsiella structure 213: 445 
O antigen Escherichia 213: 859 
O antigen Fusobacterium structure 
212: 801 
O specific structure lipopolysacchar= 
ide Hafnia 213: 1255 
O04 modification Escherichia cloning 
214: 259 
Polyspermy 
blockage Halocynthia fertilization 
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import ‘ee mitochondria 
211: 881 
Prephenate 
arogenate dehydrogenase Zymomonas 
212: 157 
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A activation autolysis 218: 431 


Eur. J. Biochem., Vols. 211-218, 1993 


Progesterone 
receptor dimerization responsive 
element 214: 189 
a 
processing cysteine protease soybean 
215: 123 
protease soybean 215: 123 
Proglycosyn 
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chondria 215: 487 

intermediate filament review 
214: 351 

ion channel proline conformation 
flexibility 212: 305 

IRF iron responsive element aconitase 
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ccharomyces 218: 405 
kinase ATP metformin gluconeogen= 
esis liver 213: 1341 
kinase sequence Bacillus 211: 851 
P21icHras 
G protein labeling GDP GTP 
215: 473 


protein conformation GTP binding 
. hydrolysis 213: 781 
28 


protein phosphorylation keratinocyte 
. TPA okadaate 213: 1101 
450 


cytochrome NOE spectroscopy 
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prostaglandin EP3 subtype adenylate 
cyclase 217: 313 

retinoid prepn 212: 13 

ryanodine ATP binding site muscle 
213: 147 

signal sequence subunit cDNA se= 
quence 214: 375 

thrombin G Protein platelet prostacy= 
clin 216: 81 

ee Via bifunctional ligand 
213: 7 

vaso} wes V2 sequence pig 215: 1 
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